€1 



% identity 60 

NCBI Description hypothetical protein 



garden snapdragon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



.298478 
LIB3151-013-Q1-K1-C9 
BLASTN 
g3108252 
123 

1.0e-62 

300 
86 

Gossypium barbadense clone pXP039 repetitive DNA sequence 
298479 

LIB3151-013-Q1-K1-E11 

BLASTX 

g2995405 

474 

1.0e-47 

148 

61 

(Y12432) polyprotein [Ananas comosus] 
298480 

LIB3151-013-Q1-K1-F7 

BLASTX 

g2995405 

425 

7.0e-42 

136 

59 

(Y12432) polyprotein [Ananas comosus] 
298481 

LIB3151-013-Q1-K1-G1 

BLASTX 

g2995405 

491 

1.0e-49 

119 

76 

(Y12432) polyprotein [Ananas comosus] 
298482 

LIB3151-013-Q1-K1-G9 

BLASTX 

g3024122 

233 

1.0e-19 

51 

86 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOS YLTRANS FERASE 2} {ADOMET SYNTHETASE 2) >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 



Seq. No. 
Seq. ID 



298483 

LIB3151-013-Q1-K1-H4 



41922 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 




BLASTX 

g2995405 

380 

1.0e-36 

140 

54 

(Y12432) polyprotein 




[Ananas comosus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298484 

LIB3151-013-Q1-K1-H9 

BLASTX 

gl418990 

465 

2.0e-46 

99 

86 

(Z75524) unknown [Lycopersicon esculentum] 



Seq. No. 




Seq. ID 




Method 




vi /I'D t c T 




BLAST score 


o o o 


E value 


3 . Oe-18 


Match length 




% identity 


74 


NCBI Description 


(AL049525) putative p] 


Seq. No. 


298486 


Seq. ID 


LIB3151-014-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl41599 


BLAST score 


237 


E value 


5.0e-20 


Match length 


88 


% identity 


59 


NCBI Description 


ZEIN-ALPHA PRECURSOR 


>gi J7 231 6_pi r Z I ZMA2 




maize (fragment) >gi_ 




[Zea mays] 


Seq. No. 


298487 


Seq. ID 


LIB3151-014-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


509 


E value 


9.0e-52 


Match length 


109 



(19 KD) (CLONE 19A2) 
19K zein precursor (clone CZ19A2) - 
168670 (M12142J 19 kDa zein protein 



% identity 

NCBI Description 



10 

(X98063) polyubiquitin [Pinus sylvestris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



298488 

LIB3151-014-Q1-K1-A7 

BLASTX 

g419803 

190 

8.0e-15 



41923 



Match length 

% identity 

NCBI Description 



117 
49 

zein protein 
mays] 



maize >gi_168705 (M72708) zein protein [Zea 





LN U • 


298489 




oeq. ±u 


XjXooxcjx UJ-i yi i\x dj 




nctiiuU 








U Z. T >J u u 




Dijiio i score 


4 9Q 
f± Z :? 




£j vaiue 


z . ue f± z 






lift 
X X o 




j~\ 4* i 4" x r 

-s luentiuy 






NCBI Description 


zein A20 [Zea mays] 




o e q ■ in o • 


9QP 4QH 




oeq. id 






Method 


xoliAo 1 IN 




JNUrJl IjI 


gzzzoo 




bLAoi score 


111 




E value 


y . ue-oo 




TuT ^ /~i | r-\ 4** r"\ 

iyiai.cn lengtn 


91 1 




s laenriry 


Q Q 
o o 




1MO-D.L Ucbtl lpLlUIl 


rid i z, c iux\inxtl i. x ciyiLLCii u -lvji. 




Seq . No . 


298491 




Seq. ID 


LIB3151-014-Q1-K1-C12 




Method 


BLASTN 




NCBI GI 


g4185305 




BLAST score 


38 




E value 


4.0e-12 




Match length 


70 




% identity 


89 




NCBI Description 


Zea mays cosmid IV.1E1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

298492 

LIB3151-014-Q1-K1-E1 

BLASTX 

gl00925 

194 

2.0e-15 

55 

65 

zein, 27K - maize (fragment) >gi_22550_emb_CAA41175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 

298493 

LIB3151-014-Q1-K1-E10 

BLASTX 

gll6333 

256 

3.0e-27 

105 

54 



41924 



NCBI Description ENDOCHITINASE B PRECURSOR (SEED CHITINASE B) >gi_168443 
(M84165) chitinase B [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298494 

LIB3151-014-Q1-K1-E4 

BLASTX 

gl68695 

303 

9.0e-28 

111. 
54 

(M16218) gamma zein [Zea mays] >gi_225315_prf 1211356A 

zein gamma [Zea mays] 

298495 

LIB3151-014-Q1-K1-F12 

BLASTN 

g22447 

40 

3.0e-13 

88 
86 

Zea mays ZMPMS2 gene for 19 kDa zein protein 
298496 

LIB3151-014-Q1-K1-G2 

BLASTX 

g433970 

161 

9.0e-15 

81 
18 

(Z28649) polyubiquitin [Acetabularia cliftonii] 
298497 

LIB3151-014-Q1-K1-G3 

BLASTN 

gl68665 

217 

1.0e-119 

272 

97 

Maize 16-kDa zein-2 mRNA, complete cds 



298498 

LIB3151-014-Q1-K1-G5 

BLASTX 

g!41603 

353 

2.0e-33 

126 

63 

ZEIN-ALPHA PRECURSOR 
>gi_7 231 l_pir Z I ZM2 



(19 KD) (CLONE A20) 

19K zein precursor (clone A20) 



- maize 



>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



Seq. No. 



298499 



41925 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3151-014-Q1-K1-G6 

BLASTX 

g22216 

207 

2.0e-16 

82 
54 

(X55722) 



22kD zein [Zea mays] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298500 

LIB3151-014-Q1-K1-G9 

BLASTX 

gl41597 

268 

2.0e-23 

142 

46 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



fn 


Seq. No. 


29o5Ul 




beq. xu 


T TR^I M —01 d-Cil -K1 —HQ 

LlDJlJl U-Lft \i± IVX FLj 




Method 


BLASTX 




NCBI GI 


g508545 




BLAST score 


264 




E value 


6.0e-23 




Match length 


65 




% identity 


85 




NCBI Description 


(L34340) zein [Zea mays] 




Seq. No. 


298502 




Seq. ID 


LIB3151-015-Q1-K1-A7 




Method 


BLASTN 




NCBI GI 


gl68704 




BLAST score 


93 




E value 


6.0e-45 




Match length 


171 




% identity 


95 




NCBI Description 


Zea mays zein protein gene, complete 




Seq. No. 


298503 




Seq. ID 


LIB3151-015-Q1-K1-A8 




Method 


BLASTN 




NCBI GI 


g531828 




BLAST score 


33 




E value 


2.0e-09 




Match length 


73 




% identity 


86 




NCBI Description 


Cloning vector pSportl, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



298504 

LIB3151-015-Q1-K1-B6 

BLASTX 

g72307 

153 



41926 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-10 

53 
66 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 

298505 

LIB3151-015-Q1-K1-B7 

BLASTX 

gll67955 

156 

2.0e-10 

104 

39 

(U43497) putative 32.7 kDa j asmonate-induced protein 
[Hordeum vulgare] >gi_2465428 (AF021257) 32 kDa protein 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



298506 

LIB3151-015-Q1-K1-C1 

BLASTX 

gl00938 

170 

2.0e-12 

64 

61 

zein precursor - maize >gi_22442_emb_CAA32513_ 
zein precursor (AA -21 to 90) [Zea mays] 

298507 

LIB3151-015-Q1-K1-D4 

BLASTX 

gl68695 

230 

5.0e-19 

86 

58 

(Ml 6218) gamma zein [Zea mays] >gi_225315_prf_ 
zein gamma [Zea mays] 

298508 

LIB3151-015-Q1-K1-E4 

BLASTN 

gl68694 

38 

6.0e-12 

74 

88 

Maize gamma zein mRNA, partial cds 
298509 

LIB3151-G15-Q1-K1-F10 

BLASTX 

g22216 

298 

3.0e-27 
107 



(X14335) 



1211356A 



41927 



Q, t /"\ T*> "t* 1 4** T 7 

-5 lQenxiLy 


69 




fX^S7??^ 22kD zein TZea mavsl 


beg. no. 




beg. ijj 


T,TR^1S1-015-01-K1-F7 




O J_lTlJkJ X IN 


NCBI GI 


g22537 


BLAST score 


73 


E value 




jyiatcn xen.yL.fi 


1 OR 

J. \J -J 


•5 iQenx,ii,y 


j 0 




Ma i 7p mRNA for zein Dolvoeotide 


beg. 1N0. 


iJO Jll 


beg. iu 




lyiex-iiuu. 




NCBI GI 


g22516 


BLAST score 


106 


T TT -3 1 lift 

Hj vaiue 


J. • Uc Ji 


Match length 


z o *t 


% identity 


0 0 




Mai 7p Zr*2 aene for zein Zc2 (28 


beg. NO. 


OQQC1 9 


beg. ID 


T TR^I m -01 ^-fil -TCI -HR 


Method 


TJT 7\ q rpVT 


NCBI GI 


gzzool 


BLAST score 


loo 


E value 


9.0e-88 


Match length 


376 


% identity 


0 0 


iNLbi Description 


Zica mays nLjAi>j.ri. trin-vju.-Liiy a. £.t;-Lii v' 








">rH ~970741 ~"rrh~T D ^ ? 7 ^ ^pailpnrp ' 


Seq. No. 




beq. lu 


T.TR^I -01 R-01 -K1 -H4 


Method 


DlariO 1 IN 


NCBI GI 


g22516 


BLAST score 


258 


E value 


1 . US It J 


Match length 


O / ft 


% identity 




NCBI Description 




Seq. No. 






LIB3151-016-O1-K1-A10 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


337 


E value 


1.0e-31 


Match length 


109 



kD glutelin-2) 



10 from Patent US 4885357 
2 from Patent US 



kD glutelin-2) 



% identity 

NCBI Description 



61 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 



41928 



>gi 168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2 98515 

LIB3151-016-Q1-K1-A12 

BLASTX 

gl36063 

152 

2.0e-10 

50 

62 * T * 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_68426_pir ISZMT triose-phosphate isomerase (EC 

5.3.1.1) - maize >gi_168647 (L00371) triosephosphate 
isomerase 1 [Zea mays] >gi_217 974_dbj_BAA00009_ (D00012) 
triosephosphate isomerase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298516 

LIB3151-016-Q1-K1-A2 
BLASTX 
gl41614 
148 

6.0e-ll 

80 
54 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZA1 OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) 

>gi_22527_emb__CAA24722_ (V01475) reading frame zein [Zea 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 



maize 



Seq. No. 


298517 


Seq. ID 


LIB3151-016-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


312 


E value 


7.0e-29 


Match length 


92 


% identity 


73 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


298518 


Seq. ID 


LIB3151-016-Q1-K1-B10 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


276 


E value 


1.0e-154 


Match length 


384 


% identity 


93 


NCBI Description 


Maize Zc2 gene for ze. 


Seq. No. 


2 98 519 


Seq. ID 


LIB3151-016-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g224507 


BLAST score 


185 


E value 


9.0e-14 


Match length 


111 


% identity 


41 



(28 kD glutelin-2) 



41929 



NCBI Description zein Al [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298520 

LIB3151-016-Q1-K1-B3 

BLASTX 

gl41608 

191 

2.0e-27 

109 

62 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_22446_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298521 

LIB3151-016-Q1-K1-C7 

BLASTX 

g72307 

367 

4.0e-35 

101 
78 

22K zein precursor (clone pZ22. 
(J01246) 26.99 kd zein protein 



3) - maize 
[Zea mays] 



>gi_168686 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298522 

LIB3151-016-Q1-K1-D10 

BLASTN 

g4185305 

147 

5.0e-77 

295 

88 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 



gag 



protein, polyprotein, and copia protein genes, 
cds; and unknown genes 



complete 



Seq. No. 


298523 


Seq. ID 


LIB3151-016-Q1-K1-D11 


Method 


BLASTN 


NCBI GI 


g22549 


BLAST score 


164 


E value 


3.0e-87 


Match length 


252 


% identity 


91 


NCBI Description 


Maize gene for a 27kDa storage protein, zein 


Seq. No. 


298524 


Seq. ID 


LIB3151-016-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g4325282 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


52 


% identity 


56 


NCBI Description 


(AF123310) NAC domain protein NAM [Arabidopsis 



41930 



>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298525 

LIB3151-016-Q1-K1-D7 

BLASTX 

g419803 

388 

8.0e-38 

92 

77 

zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



298526 

LIB3151-016-Q1-K1-E4 

BLASTX 

gl21472 

275 

2.0e-24 

64 

75 

GLUTELIN 2 PRECURSOR (ZEIN- GAMMA) {27 KD ZEIN) 
(ALCOHOL- SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pMEH9) - 

maize >gi_22289_emb_CAA261-49__ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


298527 


Seq. ID 


LIB3151-016-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


340 


E value 


6.0e-32 


Match length 


119 


% identity 


61 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


298528 


Seq. ID 


LIB3151-016-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl41616 


BLAST score 


216 


E value 


1.0e-17 


Match length 


88 


% identity 


50 


NCBI Description 


ZEIN-BETA PRECURSOR (16 




>gi_168662 (M12147) 15 k 


Seq. No. 


298529 


Seq. ID 


LIB3151-016-Q1-K1-H3 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


80 


E value 


3.0e-37 


Match length 


120 



(ZEIN 2) (CLONE 15A3) 
zein protein [Zea mays] 



41931 



© 



% identity 92 

NCBI Description Maize endosperm glutelin-2 gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298530 

LIB3151-016-Q1-K1-H7 

BLASTX 

g2832246 

255 

3.0e-22 

95 

58 

(AF031569) 22-kDa alpha zein 8 



[Zea mays] 



298531 

LIB3151-016-Q1-K1-H9 

BLASTN 

g!68681 

69 

1.0e-30 

234 
82 

Maize 19 kDa zein mRNA, clone CZ19D1, complete cds, 
>gi_270686_gb_I03333__ Sequence 8 from Patent US 



Seq. No. 


298532 


Seq. ID 


LIB3151-017-Q1-K1-A12 


Method 


BLASTN 


NCBI GI 


gl037129 


BLAST score 


183 


E value 


2.0e-98 


Match length 


294 


% identity 


90 


NCBI Description 


( gamma- zeinA) =opaque2 




Tuxpeno CMS 450, mRNA 


Seq. No. 


298533 


Seq. ID 


LIB3151-017-Q1-K1-A8 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


121 


E value 


1.0e-61 


Match length 


219 


% identity 


13 


NCBI Description 


Zea mays 22-kDa alpha 


Seq. No. 


298534 


Seq. ID 


LIB3151-017-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


331 


E value 


6.0e-31 


Match length 


119 


% identity 


61 


NCBI Description 


(X59526) zein protein 


Seq. No. 


298535 


Seq. ID 


LIB3151-017-Q1-K1-B8 



1889 nt] 



[Zea mays=maize, 



41932 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
■ NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g22514 
99 

2.0e-48 

183 

89 

Maize Zcl 



gene for Zein Zcl (14 kD zein-2) 



298536 

LIB3151-017-Q1-K1-C3 

BLASTN 

g22549 

100 

7.0e-49 

124 

98 

Maize gene for a 27kDa storage protein, zein 
298537 

LIB3151-017-Q1-K1-C7 

BLASTX 

gl21472 

199 

1.0e-15 

77 

52 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2 ) 

>gi_72326__pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_eitib_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298538 

LIB3151-017-Q1-K1-C9 

BLASTX 

g419803 

224 

2.0e-26 
81 
75 

zein protein - maize >gi_ 
mays] 



168705 (M72708) zein protein [Zea 



298539 

LIB3151-017-Q1-K1-D1 

BLASTX 

gl35398 

282 

1.0e-25 

57 

89 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S157 73 tubulin alpha- 1 

chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 



Seq. No. 



298540 



41933 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3151-017-Q1-K1-E10 

BLASTX 

gl41597 

308 

2.0e-28 

92 

68 

ZEIN-ALPHA PRECURSOR (19 KD) { CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A3Q) - maize 

>gi~22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298541 

LIB3151-Q17-Q1-K1-F11 

BLASTN 

gl68663 

41 

8.0e-14 

101 
87 

Maize sulfur-rich zein protein of Mr 15,000, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298542 

LIB3151-017-Q1-K1-F5 

BLASTN 

gl68661 

46 

4.0e-17 

113 

87 

Maize 15 kDa zein mRNA, 



clone cZ15A3, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298543 

LIB3151-017-Q1-K1-F6 

BLASTN 

g22514 

175 

6.0e-94 

247 

93 

Maize Zcl gene for Zein Zcl 



(14 kD zein-2) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298544 

LIB3151-017-Q1-K1-G10 

BLASTN 

gl68665 

142 

3.0e-74 

206 

92 

Maize 16-kDa zein-2 mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



298545 

LIB3151-017-Q1-K1-G6 

BLASTX 

gl076678 

261 



41934 



"fi 1 -tra 1 110 
Hi value 


6. Oe-23 


rid Lu-ii j.ciiy 


80 


^ lucnLiuy 


71 


"NTfRT Df* ^cri nt "i on 


ubiquitin / 


oeq. 1NU • 




Qopr to 


LIB3151-017- 


Mot - VioH 
Lie i— i ik_/v_i 


BLASTN 


NCBI GI 


g22326 


BLAST score 


65 


TT T7"a 1 11Q 


3 0e-28 




149 




8 6 


MPRT Hpcirri Tit* i nn 


7. Tnav^ crene 

£J • ILL CI V k_J U^llu 


oeq . LNU . 


2 98547 

i, JO J1 f 


Seq. ID 


LIB3151-017- 


Method 


BLASTN 


NCBI GI 


g22542 


BLAST score 


156 


Th 1 T7^ 1 np 
J_j value 


1 0e-82 


rid LUIl -Leliy Lii 


900 


-6 laenoiuy 


94 




Ma "i 7p rrpnp 
l id-L it c yciic 


oeq. lno. 


9Q8 548 




LIB3151-017 


LUC L11UU, 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


163 


E value 


6.0e-33 


Match length 


97 


% identity 


79 


NCBI Description 


GLUTELIN 2 



potato (fragment) 



for Mr 19000 alpha zein and 5' -flanking region 



PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 

% iLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298549 

LIB3151-018-Q1-K1-B3 

BLASTX 

gl41605 

530 

3.0e-54 

121 

90 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) ■ 

maize >gi 168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



298550 

LIB3151-018-Q1-K1-B9 

BLASTN 

g22516 

137 



41935 



E value 


A Ota-71 


Match length 




% identity 


Q Q 
OO 


NCBI Description 


jxiaize £cz gene iux lik^z. 


Seq. No. 


z y 0 03i 


beq. 1JJ 


T TR^I M —01 fl— m — Kl —PI 9 


Method 


T3T 7i CTY 

hSliAo i A 


NCBI GI 


gl68701 


BLAST score 


403 


E value 


z . ue — j 3? 


Match length 


±ZU 


% identity 


/ z 


NCBI Description 


/MCflQQT \ T£iTT-» f ?£i3 maud 

^jyiouoj/ ; zem L^ea niayoj 


Seq. No. 


z yoooz 


oeq. iu 


L1DJJLJ1 UXO V: iV-L >w/J 


Method 




NCBI GI 


g4096786 


BLAST score 


223 


E value 


0 . ue 10 


Match length 


DO 


% identity 


/ 4 


NCBI Description 


(Uoyyoo; jNADr itiaiic enzyiiie 


Seq. No. 




beq. lu 


t TTa^i ri —01 fi— rii — t^1 —C ^ 


Method 


rSJjAo 1 A 




rrl 41 61 7 


BLAST score 


318 


E value 


9.0e-33 


Match length 


105 


% identity 


70 


NCBI Description 


ZEIN-BETA PRECURSOR (ZEIN 2 



(16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>giJL00945_pir B29017 zein 2 - maize 

>gi_22515__emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298554 

LIB3151-018-Q1-K1-D5 

BLASTN 

g!037129 

49 

1.0e-18 

109 

87 

(gamma-zeinA) =opaque2 modifier {5* region} 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



[Zea mays=maize, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



298555 

LIB3151-018-Q1-K1-F4 

BLASTN 

gl037129 

279 

1.0e-155 
418 



41936 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

( gamma- zeinA) =opaque2 modifier {5 T region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 

298556 

LIB3151-018-Q1-K1-F9 

BLASTX 

g4559384 

176 

1.0e-12 

79 
44 

(AC006526) unknown protein [Arabidopsis thaliana] 
298557 

LIB3151-018-Q1-K1-H1 

BLASTX 

g4097690 

205 

2.0e-16 

75 
60 

(U66592] 
(U89791) 



prohibitin 2 [Arabidopsis thaliana] >gi_4099801 
prohibitin-like protein [Arabidopsis thaliana] 



>gi_4204301 (AC003027) prohibitin 2 [Arabidopsis thaliana] 



Seq. No. 


298558 


Seq. ID 


LIB3151-018-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


223 


E value 


3.0e-18 


Match length 


92 


% identity 


53 


NCBI Description 


(AF031569) 22-kDa alpha zein 10 


Seq. No. 


298559 


Seq. ID 


LIB3151-018-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


gl36757 


BLAST score 


395 


E value 


2.0e-38 


Match length 


75 


% identity 


97 


NCBI Description 


GRANULE-BOUND GLYCOGEN (STARCH) 



[Zea mays] 



SYNTHASE PRECURSOR 

>gi_100881j?ir S07314 UDPglucose — starch 

glucosyltransf erase (EC 2.4.1.11) precursor - maize 
>gi_168653 (M24258) amyloplast-specif ic transit protein 
[Zea mays] >gi_1644339_emb_CAA27574_ (X03935) glucosyl 
transferase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



298560 

LIB3151-019-Q1-K1-A6 

BLASTX 

gl68701 

224 

5.0e-31 



41937 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



103 
69 

(M60837) 



zein [Zea mays] 



298561 

LIB3151-019-Q1-K1-A8 

BLASTX 

g!68701 

197 

2.0e-15 

78 
63 

(M60837) zein [Zea mays] 
298562 

LIB3151-019-Q1-K1-A9 

BLASTX 

g4185308 

220 

4.0e-18 

83 
61 

(AF090446) 22-kDa alpha zein protein 21 [Zea mays] 
298563 

LIB3151-019-Q1-K1-B8 

BLASTN 

gl68484 

304 

1.0e-170 

375 
95 

Maize endosperm glutelin-2 gene, complete cds 
298564 

LIB3151-019-Q1-K1-C6 

"BLASTN 
gl68681 
226 

1.0e-124 

298 

58 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 
>gi_270686_gb__I03333_ Sequence 8 from Patent US 

298565 

LIB3151-019-Q1-K1-C8 

BLASTX 

g4206306 

650 

2.0e-68 

130 

100 

(AF049110) prpol [Zea mays] 
298566 

LIB3151-019-Q1-K1-D10 



41938 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g82660 
235 

1.0e-19 

119 

46 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi__809117__emb_CAA24720_ (V01473) zein [Zea mays] 



fcj \Z • » 


298567 


Seq. ID 


LIB3151-01! 


Method 


BLASTX 


NCBI GI 


g2832243 


RLAST score 


167 


E value 




Match length 


65 


% identity 


62 


NCBI Description 


(AF031569) 


Seq. No. 


298568 


Seq. ID 


LIB3151-01! 


Method 


BLASTX 


NCBI GI 


gl707924 


BLAST score 


201 


E value 


2.0e-21 


Match length 


81 


% identity 


69 


NCBI Description 


GLUCOSE-1-: 




PRECURSOR 



22-kDa alpha zein 4 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



P-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOS PHORYLASE ) (AGPASE S) (ALPHA-D-GLUCOSE-1-PHOSPHATE 
ADENYL TRANSFERASE) (SHRUNKEN- 2 ) >gi_1947182 (M81603) 

shrunken-2 [Zea mays] >gi_444329_prf 1906378A ADP glucose 

pyrophosphorylase [Zea mays] 

298569 

LIB3151-019-Q1-K1-D4 

BLASTX 

gl41605 

145 

3.0e-19 

94 

66 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

298570 

LIB3151-019-Q1-K1-E11 

BLASTX 

g2832243 

253 

8.0e-22 

109 

56 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 



Seq. No. 



298571 



41939 



Seq. ID 
Method 



LIB3151-019-Q1-K1-E2 
BLASTX 



NLbl Vjl 


rr99AR1 ^ 
y ^*£fiO -LO 


BLAbr score 


1(3!? 


E value 


l . ue-ij 


Match length 


y 0 


-e identity 


3 0 


NCBI Description 


zem lyio L^ea m<±y£>j 


Seq. No. 


zy oj / z 


beq. id 


T TR^I M -01 Q-D1 -K1 -FI 9 


Method 


BLASTX 


NCBI GI 


gl68695 


bLAbi score 


1 TO 
I/O 


E value 


o . ue 10 


Match length 


o / 


% identity 


RQ 


NCBI Description 


/M1 £91 G\ rramm a 7ein f7pa -mo \/<^ 1 >n"l 9 9 S 1 R nrf 

\l v ilOZioy yaiiiiUa. ^c-lii j^cjci niciyoj -^y - 1 - ^ ^ -l 




Zem y aiulua. la^a. luayoj 


Seq. No. 


z y o o / o 


Seq. ID 


LIB3151-019-Q1-K1-F5 


Method 


BLASTN 


NCBI GI 


gzzo 10 


BLAST score 


DO 


E value 


3 . Oe-za 


Match lengtn 


lO / 


% identity 


O / 


NCBI Description 


Maize ZiCZ gene lor zein &cz \zo ku giuuenn ^ 


Seq. No. 


OQQC7/I 

zyoo / 4 


Seq. ID 


LIB3151-019-Q1-K1-G6 


Method 


BLASTN 


NCBI GI 


gloo4o4 


BLAST score 


yo 


E value 


o . Ue-4 / 


Ma ten lengtn 


10O 


% identity 


on 

yu 


NCBI Description 


LYiaize endosperm giuueiin ^. yene, ^ UiLL ir - Lt; L e 


Seq. No. 


zyoo / o 


Seq. ID 


LIB3151-019-Q1-K1-H3 


Method 


BLASTN 


NCBI GI 


gzzo4y 


BLAST score 


001 

zol 


E value 


1 . ue-157 


Match length 


Jo / 


% identity 


yo 


NCBI Description 


Maize gene for a 27kDa storage protein, zem 


Seq. No. 


298576 


Seq. ID 


LIB3151-019-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl70354 


BLAST score 


506 


E value 


2.0e-51 


Match length 


109 



1211356A 



41940 



^ iaenr.ity 


9D 




(M74156) pentameric polyubiquitin [Nicotiana sylvest: 


beq. mo . 


9QRR77 


Q pa TV) 


LIB3151-019-O1-K1-H6 


LYieT-ilvJU. 


RT.A^TN 


NCBI GI 


gl68675 


BLAST score 


61 


£i value 


1. Oe-25 




182 


% identity 






Maize mutant zein (zE19) gene, complete cds 


O rr M/^ 
OC4. IN O • 






LIB3151-019-Q1-K1-H7 




RT.ASTX 

OXXTlkJ X A 


NCBI GI 


g2832247 


BLAST score 


181 


Ei value 


£. . UC X. .J 


TiyT -~i 4- O Vl 1 £\ T"i j-y 4— V* 

jyiai-cn lengLxi 


Q1 

-/ -L 


% identity 






(AF031569) 22-kDa alpha zein 10 [Zea mays] 


beq. iNO. 


£.ZsO-J f -3 


oeq. ±u 


T.TR31 S1-019-O1-K1-H8 


Method 


dt T\ on™ 

DixfiO IN 


NCBI GI 


gl68425 


BLAST score 


62 


E value 


1 . ue <£o 


Match length 


1 RA 


% identity 


OJ 


nudi uescnptiou 


7o 3 m^v^ hriff 1 p-1 nrotein (btl) mRNA, complete cds 


beq. NO. 




beq. id 


T.TR31 SI -0P0-O1-K1-D10 


jyie tnoQ. 


RT.a^Ty 

Dxxrio x a. 


NCBI GI 


g!68691 


BLAST score 


245 


value 


0 • uc ± 


Match length 




% identity 


DU 


inujdi uescnptiun 




beq. No. 


9QO cpl 

zyoooi 


Qoo- T n 


LTR31S1-020-O1-K1-D4 


fuT/^ 4- V* 

LYiecnoci 


RT.a^Ty 

OxxriO 1 /i. 


NCBI GI 


gifiiDuo 


BLAST score 


1 T7 
1 / / 


E value 


6.0e-13 


Match length 


99 


% identity 




NPRT Dp^rrint ion 

LH \*r i—i X. i— ' kZ> X. JU k-* I*- S- W 1. 1 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 


>gi 72311 pir ZIZM2 19K zein precursor (clone A20) 




>gi 22529 emb_CAA2 4 7 2 3_ (V01476) zein [Zea mays] 


Seq. No. 


298582 


Seq. ID 


LIB3151-020-Q1-K1-D8 



41941 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g629862 

162 

2.0e-ll 

75 

48 

zein Zdl, 19K - maize >gi_535021_emb_CAA47 640_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



298583 

LIB3151-020-Q1-K1-D9 

BLASTX 

g508545 

235 

1.0e-19 

98 
54 

(L34340) zein [Zea mays] 
298584 

LIB3151-020-Q1-K1-E10 

BLASTX 

gl41613 

155 

2.0e-10 

81 

44 

ZEIN-ALPHA PRECURSOR {22 KD) (CLONES PZ22.1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor (clone pZ22.1) - 

maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 

298585 

LIB3151-020-Q1-K1-E12 

BLASTN 

gl037129 

296 

1.0e-166 

392 

94 

(gamma-zeinA)=opaque2 modifier {5 T region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 188 9 nt] 

298586 

LIB3151-020-Q1-K1-F1 

BLASTX 

g2832247 

153 

3.0e-10 

77 

45 

(AF031569) 22-kDa alpha zein 10 [Zea mays] 
298587 

LIB3151-020-Q1-K1-F5 

BLASTN 

g4140643 

42 



41942 



E value 
Match length 
% identity 
NCBI Description 



2.0e-14 

82 

88 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 





298588 




LIB3151-020- 




BLASTN 


IH D J- OX 


g22549 


OXjrrO J. OUUlC 


45 


F 1 HP 

L -i v C-l -L- 


3.0e-l€ 


Match lenath 


49 


% identity 


98 


NCBI Description 


Maize gene 


Seq. No. 


298589 


Seq. ID 


LIB3151-021 


Method 


BLASTX 


NCBI GI 


gl41607 


BLAST score 


297 


E value 


5.0e-27 


Match length 


66 


% identity 


94 


NCBI Description 


ZEIN- ALPHA 



for a 27kDa storage protein, zein 



(19 KD) (CLONE PZ19.1) 



(J01244) zein 19 kd protein (partial) [Zea mays] 



Seq. No. 


298590 


Seq. ID 


LIB3151-021-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


323 


E value 


4.0e-30 


Match length 


95 


% - identity 


69 


NCBI Description 


(M29628) zein [Zea mays] 


Seq. No. 


298591 


Seq. ID 


LIB3151-021-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g629861 


BLAST score 


352 


E value 


2.0e-33 


Match length 


105 


% identity 


70 


NCBI Description 


zein Zdl, 19K - maize >g: 




zein Zdl (19 kDa zein) [: 


Seq. No. 


298592 


Seq. ID 


LIB3151-021-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4140644 


BLAST score 


306 


E value 


5.0e-41 


Match length 


133 


% identity 


70 



535020 emb CAA47639 (X67203) 



41943 





NCBI Description 


(AF090447) 22-kDa zein protein 12 [Zea mays] 




Qpcr Mo 

kj "C* a Li \J . 


298593 




Seq. ID 


LIB3151-021-Q1-K1-C6 




Method 


BLASTN 




NCBI GI 


g22528 




BLAST score 


47 




F. value* 


1. Oe-17 




Mstph 1 pncrth 


79 




% i dpnf" i t" v 


91 




NCBI Description 


Zea mays mRNA encoding a zein (clone A20) 




O ^ • in \J . 


298594 




Seq. ID 


LIB3151-021-Q1-K1-D9 




LI" U11UU 


BLASTX 




NCBI GI 


gl68701 




BLAST score 


505 




TT va 1 HP 


3. Oe-51 




M^t'pVi 1 pnath 

L J.CL V-^ 1 i _U J.i">J Uli 


126 


PI 


o -L uci i. u -i- 1- _y 


84 




NCBI Description 


(M60837) zein [Zea mays] 


yj 


4_J <3 • i-» \J • 


298595 




Sea. ID 


LIB3151-021-Q1-K1-E6 




Mpthnd 


BLASTX 


o 


NCBI GI 


g508545 




BLAST score 


302 


y = 


Jli val Lit: 


1 . Oe-27 






85 




&■ "1 Hard" n +*xt 
t5 XCJ.t5llL.LLy 


71 


P^ 




(L34340) zein [Zea mays] 


£7 




298596 




Sea. ID 


LIB3151-021-Q1-K1-G2 




l v ltJ L11UU 


RT.ASTN 


y 


NCBI, GI 


g22516 




BLA§!F score 


183 




E value 


2.0e-98 




Match length 


386 




% identity 


88 




NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD glutelin- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298597 

LIB3151-021-Q1-K1-G3 

BLASTX 

g!41608 

269 

9.0e-24 

101 

61 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 298598 

Seq. ID LIB3151-021-Q1-K1-H3 

Method BLASTX 



41944 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!00925 
144 

3.0e-09 

38 

68 

zein, 27K - maize (fragment) >gi_22550_emb_CAA41175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298599 

LIB3151-021-Q1-K1-H4 

BLASTX 

gl41600 

144 

1.0e-09 

56 
55 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMB1 19K zein precursor (clone cZ19Bl) • 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 





Seq. No. 


298600 




Seq. ID 


LIB3151-021-Q1-K1-H7 




Method 


BLASTN 




NCBI GI 


gl68685 




BLAST score 


43 




E value 


3.0e-15 




Match length 


59 




% identity 


93 




NCBI Description 


Maize 22 kd (Mw=26.99 




Seq. No. 


298601 




Seq. ID 


LIB3151-022-Q1-K1-A3 




Method 


BLASTX 




NCBI GI 


g72307 




BLAST score 


198 




E value 


2.0e-15 




Match length 


100 




% identity 


49 




NCBI Description 


22K zein precursor (cl 



zein protein 3, mRNA 



(J01246) 26.99 kd 



pZ22.3) - maize >gi 
zein protein [Zea mays] 



168686 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298602 

LIB3151-022-Q1-K1-A5 

BLASTX 

g4519539 

158 

2.0e-12 

83 

44 

(AB016256) NAD-dependent sorbitol dehydrogenase [Malus 
domestical 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



298603 

LIB3151-022-Q1-K1-A6 

BLASTN 

gl68665 

41 



41945 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-13 

101 

85 

Maize 16-kDa zein-2 mRNA, complete cds 



298604 

LIB3151-022-Q1-K1-C8 

BLASTN 

gl037129 

285 

1.0e-159 

425 

92 

( gamma- zeinA) =opaque2 modifier 
Tuxpeno CMS 450, mRNA Partial, 



{5 f region} 
1889 nt] 



[Zea mays=maize, 



Seq. No- 298605 

Seq, ID LIB3151-022-Q1-K1-D3 

Method BLASTX 

NCBI GI gl36757 

BLAST score 242 

E value 1.0e-20 

Match length 80 

% identity 68 

NCBI Description GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_100881_pir S07314 UDPglucose— starch 

glucosyltransf erase (EC 2.4.1.11) precursor - maize 
>gi 168653 (M24258) amyloplast- specif ic transit protein 
[Zea mays] >gi_1644339_emb_CAA27574_ (X03935) glucosyl 
transferase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298606 

LIB3151-022-Q1-K1-E8 

BLASTN 

gl037129 

350 

0.0e+00 

426 

96 

( gamma- zeinA) =opaque2 modifier {5 T region} [Zea mays-maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298607 

LIB3151-022-Q1-K1-F10 

BLASTX 

gl68695 

239 

4.0e-20 

103 

50 

(M16218) gamma zein [Zea mays] >gi_225315_prf 1211356A 

zein gamma [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



298608 

LIB3151-022-Q1-K1-G1 

BLASTX 

g224509 



41946 




BLAST score 


188 




E" value 


4.0e- 


-14 


Match length 


82 




% identity 


54 




NCBI Description 


zein 


E19 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298609 

LIB3151-022-Q1-K1-H10 

BLASTX 

g82660 

252 

1.0e-21 

77 
68 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720__ (V01473) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298610 

LIB3151-022-Q1-K1-H5 

BLASTX 

gl6073 

353 

1.0e-33 

99 

77 

(X59526) zein protein [Acetabularia mediterranea] 



Seq. No. 


298611 




Seq. ID 


LIB3151- 


022-Q1-K1-H7 


Method 


BLASTX 




NCBI GI 


g224514 




BLAST score 


281 




E value 


5.0e-25 




Match length 


66 




% identity 


89 




NCBI Description 


zein M8 


[Zea mays] 


Seq. No. 


298612 




Seq. ID 


LIB3151- 


022-Q1-K1-H9 


Method 


BLASTX 




NCBI GI 


g224508 




BLAST score 


284 




E value 


2.0e-25 




Match length 


113 




% identity 


60 




NCBI Description 


zein A20 


[Zea mays] 


Seq. No. 


298613 




Seq. ID 


LIB3151- 


023-Q1-K1-A11 


Method 


BLASTX 




NCBI GI 


g508545 




BLAST score 


208 




E value 


1.0e-16 




Match length 


94 




% identity 


49 




NCBI Description 


(L34340) 


zein [Zea mays] 



41947 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298614 

LIB3151-023-Q1-K1-A3 

BLASTX 

g224508 

151 

8.0e-15 

81 

63 

zein A20 [Zea mays] 
298615 

LIB3151-023-Q1-K1-A4 

BLASTX 

g224513 

219 

2.0e-18 

73 

64 

zein M6 [Zea mays] 
298616 

LIB3151-023-Q1-K1-A7 

BLASTN 

gl68681 

92 

2.0e-44 
148 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds . 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 

298617 

LIB3151-023-Q1-K1-A9 

BLASTX 

gl41597 

400 

6.0e-39 
102 
79 

ZEIN-ALPHA PRECURSOR 

>gi_7 2 3 1 4_p i r Z I ZM3 

>gi_22545_emb_CAA24728_ (V01481 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



(19 KD) { CLONE A30) 

19K zein precursor (clone A30) - maize 
reading frame zein [2] 



298618 

LIB3151-023-Q1-K1-B10 

BLASTX 

g508545 

393 

4.0e-38 

128 

66 

(L34340) zein [Zea mays] 
298619 

LIB3151-023-Q1-K1-B11 
BLASTX 



41948 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g224514 
201 

8.0e-16 

60 
72 

zein M8 [Zea mays] 
298620 

LIB3151-023-Q1-K1-B12 

BLASTN 

gl68484 

129 

2.0e-66 

217 

92 

Maize endosperm glutelin-2 gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298621 

LIB3151-023-Q1-K1-B5 

BLASTX 

g419803 

258 

1.0e-22 

80 
65 

zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298622 

LIB3151-023-Q1-K1-B7 

BLASTX 

gl00940 

226 

1.0e-18 

100 

52 

zein zAl - maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298623 

LIB3151-023-Q1-K1-C6 

BLASTX 

gl41603 

281 

5.0e-25 

121 

53 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor {clone A20) 

>gi_22529_emb_CAA24723_ (V0147 6) zein [Zea mays] 



- maize 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



298624 

LIB3151-023-Q1-K1-C8 

BLASTX 

gl21472 

155 

2.0e-18 
89 



41949 




% identity 55 

NCBI Description GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 

(ALCOHOL- SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>giJ72326jpir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230)' glutelin-2 precursor 
[Zea mays] >gi_22517_emb__CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq/ No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298625 

LIB3151-023-Q1-K1-D10 

BLASTN 

g2832242 

123 

6.0e-63 

143 
11 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298626 

LIB3151-023-Q1-K1-D3 

BLASTN 

g535019 

55 

4.0e-22 

131 

43 

Z.mays Zdl tandem genes for zein Zdl (19 kDa Zein) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298627 

LIB3151-023-Q1-K1-D5 

BLASTX 

g2832246 

341 

3.0e-32 

98 

76 

(AF031569) 22-kDa alpha zein 8 



[Zea mays] 



Seq. No. 298628 

Seq. ID LIB3151-023-Q1-K1-E4 

Method BLASTX 

NCBI GI g508545 

BLAST score 322 

E value 8.0e-30 

Match length 126 

% identity 56 

NCBI Description (L34340) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298629 

LIB3151-023-Q1-K1-E6 

BLASTN 

g535019 

63 

6.0e-27 

139 

44 

Z.mays Zdl tandem genes for zein Zdl 



(19 kDa Zein) 



41950 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298630 

LIB3151-023-Q1-K1-F10 

BLASTX 

gl68664 

217 

5.0e-18 

51 
86 

(M13507) zein protein precursor [Zea mays] 
298631 

LIB3151-023-Q1-K1-G8 

BLASTX 

gl6073 

451 

6.0e-45 

121 

79 

(X59526) zein protein [Acetabularia mediterranea] 
298632 

LIB3151-023-Q1-K1-H11 

BLASTX 

gl710521 

223 

2.0e-18 

67 

75 

60S RIBOSOMAL PROTEIN L24 >gi_1154859_emb_CAA63960_ 
(X94296) L24 ribosomal protein [Hordeum vulgare] 

298633 

LIB3151-023-Q1-K1-H3 

BLASTX 

gl32584 

231 

2.0e-19 

77 

58 

RIBOSOME- INACTIVATING PROTEIN 3 (RRNA N-GL YCOS I DASE ) {B-32 
PROTEIN) >gi_168451 (M83926) ribosome-inactivating protein 
[Zea mays] 

298634 

LIB3151-023-Q1-K1-H7 

BLASTX 

gl41616 

179 

1.0e-13 

41 

78 

ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) ( CLONE 15A3) 
>gi_168662 (M12147) 15 kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 



298635 

LIB3151-023-Q1-K1-H9 



41951 





Method 


BLASTX 




NCBI GI 


gl41616 




BLAST score 


157 




E value 


1.0e-10 




Match length 


98 




% identity 


43 




NCBI Description 


ZEIN-BETA PRECURSOR (lb KD) (/(bliN (OLiUiNk idh.o) 




>gi looooz (M1z14/j Id Kua zein prorem i^o. maybj 




,Seq. No. 


298636 




Seq. ID 


LIB3151-024-Q1-K1-A9 




Method 


BLASTN 




NCBI GI 


g!68484 




BLAST score 


192 




E value 


1 . Oe-104 




Match length 


316 




% identity 


95 




NCBI Description 


Maize endosperm glutelin-2 gene, complete cds 


% 


Seq* No. 


298637 




Seq. ID 


LIB3151-024-Q1-K1-B2 




Method 


BLASTX 




NCBI GI 


g3970823 


"p 


BLAST score 


293 




E value 


2.0e-26 




r fetch length 


98 , 




% identity 


63 




NCBI Description 


(X17555) pyruvate decarboxylase [Zea mays] ^ 


a 

>!= 


Seq. No. 


298638 




Seq. ID 


LIB3151-024-Q1-K1-B4 




Method 


BLASTX 




NCBI GI 


gl68691 


O 


BLAST score 


290 




E value 


3.0e-26 




Match length 


103 




% identity 


59 




NCBI Description 


(M29628) zein [Zea mays] 




Seq. No. 


298639 




Seq. ID 


LIB3151-024-Q1-K1-B7 




Method 


BLASTX 




NCBI GI 


g629862 




BLAST score 


216 




E value 


1.0e-17 




Match length 


79 




% identity 


58 




NCBI Description 


zein Zdl, 19K - maize >gi_535021_emb_CAA4 /o4U_ (ao/. 






zein Zdl (19 kDa zein) [Zea mays] 




Seq. No. 


298640 




Seq. ID 


TTTiOTCT AO/I Tf"\ "~S 

LIB3151-024-Q1-K1-C / 




Method 


BLASTN 




NCBI GI 


g22516 




BLAST score 


160 




E value 


7.0e-85 




Match length 


311 



41952 



% identity 88 

NCBI Description Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298641 

LIB3151-024-Q1-K1-C8 

BLASTN 

g22516 

110 

3.0e-55 

182 

90 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 
298642 

LIB3151-024-Q1-K1-C9 

BLASTN 

g22516 

71 

7.0e-32 

119 

91 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 
298643 

LIB3151-024-Q1-K1-D1 

BLASTN 

gl68661 

120 

8.0e-61 

184 

96 

Maize 15 kDa zein mRNA, clone cZ15A3, complete cds 
298644 

LIB3151-024-Q1-K1-D12 

BLASTX 

gl41600 

167 

5.0e-12 

64 

58 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMB1 19K zein precursor (clone cZ19Bl) - 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

298645 

LIB3151-024-Q1-K1-D2 

BLASTX 

gl076708 

704 

1.0e-74 

148 

27 

seed tetraubiquitin - common sunflower 

>gi_303901_dbj_BAA037 64_ (D1624 8) ubiquitin [Glycine max] 
>gi_456714_dbj_BAA05670_ (D28123) Ubiquitin [Glycine max] 
>gi_556688_emb_CAA84440_ (Z34988) seed tetraubiquitin 



41953 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Helianthus annuus] >gi_994785_dbj_BAA05085_ (D26092) 
Ubiquitin [Glycine max] >gi_4263514_gb_AAD15340_ (AC004044) 
putative polyubiquitin [Arabidopsis thaliana] 

>gi_1096513__prf 2111434A tetraubiquitin [Helianthus 

annuus ] 

298646 

LIB3151-024-Q1-K1-D8 

BLASTX 

g2832247 

167 

7.0e-12 

88 
51 

(AF031569) 22-kDa alpha zein 10 [Zea mays] 
298647 

LIB3151-024-Q1-K1-E4 

BLASTX 

g2832243 

185 

2.0e-15 

97 

57 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 



298648 

LIB3151-024-Q1-K1-E8 

BLASTX 

g4185308 

156 

2.0e-10 

86 

45 

(AF09044 6) 22-kDa alpha zein protein 21 



[Zea mays] 



298649 

LIB3151-024-Q1-K1-F6 

BLASTN 

gl68694 

48 

5.0e-18 

140 
84 

Maize gamma zein mRNA, partial cds 
298650 

LIB3151-024-Q1-K1-G11 

BLASTN 

g22288 

219 

1.0e-120 

323 
92 

Maize mRNA fragment for endosperm glutelin-2 



Seq. No. 



298651 



41954 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3151-024-Q1-K1-G8 

BLASTN 

gl6072 

68 

4.0e-30 

140 

87 

Acetabularia mediterranea zein gene 
298652 

LIB3151-024-Q1-K1-H11 

BLASTN 

gl68669 

43 

6.0e-15 

107 
85 

Maize 19 kDa zein mRNA, clone cZ19A2, partial cds 
298653 

LIB3151-024-Q1-K1-H12 

BLASTX 

gl21472 

226 

1.0e-18 

110 
40 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) ( ZEIN ZC2) 

>gi 72326 pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi 2228 9_emb_CAA2 614 9_ (X02230) glutelin-2 precursor 
[Zea mays! >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298654 

LIB3151-024-Q1-K1-H2 

BLASTX 

g462195 

145 

3.0e-09 

39 

74 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi 100682_pir S21636 GOS2 protein - rice 

>gi__20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 

>gi 3789950 (AF094774) translation initiation factor [Oryza 

sativa] 

298655 

LIB3151-024-Q1-K1-H6 

BLASTX 

g462195 

361 

2.0e-34 

98 

74 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 



41955 



# 



>gi 100682_pir S21636 G0S2 protein - rice 
>gi~20238_emb_CAA36190__ (X51910) G0S2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 298656 

Seq. ID LIB3151-025-Q1-K1-A10 

Method BLASTX 

NCBI GI g629861 

BLAST score 478 

E value 4.0e-48 

Match length 133 

NCBI^escription zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 298657 

Seq. ID LIB3151-025-Q1-K1-B9 

Method BLASTX 

NCBI GI. . g22216 

BLAST score 222 

E value 4.0e-18 

Match length 88 

% identity 60 

NCBI Description (X55722) 22kD zein [Zea mays] 

Seq. No. 298658 

Seq. ID LIB3151-025-Q1-K1-C11 

Method BLASTX 

NCBI GI gl41615 

BLAST score 164 

E value 3.0e-13 

Match length 85 

% identity 58 

NCBI Description ZEIN-ALPHA PRECURSOR (22 KD) (CLONE PZ22.3) 

>gi_22536_ernb_CAA24727_ (V01480) zein protein 3 ^[Zea mays] 

Seq. No. 298659 

Seq. ID LIB3151-025-Q1-K1-C12 

Method BLASTN 

NCBI GI gl68652 

BLAST score 87 

E value 3.0e-41 

Match length 267 

% identity 88 

NCBI Description Maize amyloplast-specif ic transit protein (waxy; wx+ 
locus), complete cds 

Seq. No. 298660 

Seq. ID LIB3151-025-Q1-K1-D11 

Method BLASTX 

NCBI GI g419803 

BLAST score 146 

E value 2.0e-16 

Match length 102 

% identity 51 

NCBI Description zein protein - maize >gi_168705 (M72708) zein protein [Zee 



41956 



mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298661 

LIB3151-025-Q1-K1-E11 

BLASTX 

g629861 

379 

2.0e-36 

138 
59 

zein Zdl, 19K - maize >gi_535020_emb_CAA47 639_ 
zein Zdl (19 kDa zein) [Zea mays] 



(X67203) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. r 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



298662 

LIB3151-025-Q1-K1-F11 

BLASTX 

g595775 

156 

2.0e-10 

85 
48 

(U13869) lacZ alpha peptide [Cloning vector] 
298663 

LIB3151-025-Q1-K1-G10 

BLASTX 

gl68703 

157 

6.0e-ll 

58 

57 

(M86591) 22 kDa zein protein [Zea mays] 
298664 

LIB3151-026-Q1-K1-A6 

BLASTN 

gl68681 

111 

1.0e-55 

319 
84 

Maize 19 kDa zein mRNA, clone CZ19D1, complete cds. 
>gi_27 0686_gb_I03333_ Sequence 8 from Patent US 

298665 

LIB3151-026-Q1-K1-B10 

BLASTX 

gl00925 

142 

4.0e-09 

57 
49 

zein, 27K - maize (fragment) >gi_22550_emb_CAA411?5_ 
(X58197) 27kDa storage protein, zein [Zea mays] 

298666 

LIB3151-026-Q1-K1-C5 



41957 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl21472 

416 

7.0e-41 

124 
60 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326j?ir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149__ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 





o e c[ • in o . 


9Qff 6£7 




Oct]. 1U 


T TR^1 SI -096-01 -TCI -D9 




1 IC LliUu 






NCBI GI 


g2832243 




BLAST score 


278 




E value 






Match length 


Q A 




% identity 


/ 0 




inL/.dx uescnption 


f ATTO^I S £Q > 99— VHa al-riha 701 n 
V-f-iJc VJ O X J v> -7 / JvL/ct dX^Jild Z.fciXIl 




beq. JNO. 






oeq. xu 


T TR^I SI —096—01 —PCI -TTQ 


L_J 




rSXxriO X A 




UPDT T 

JNL-bx Vj± 


—-1 yll CI o 

gx4x OxZ 


■rn 


tJLAoi score 


/I 9fl 




E value 


3.0e-41 




Match length 


120 




% identity 


1 4 




NCBI Description 


(7 T7» T"N7 7\T DU7\ DDTrriDOOD / OO VT> \ 

ZihjlIN— AliJtrnA FKiljUUKbUK t^Z 1\]J; 


Li, 




>gi /zouo pir Z1XZ1JXIL.Z ze 






maize (fragment) ^gi 168688 


y 




[Zea mays] 




beq. wo. 






C orT Tp| 
Ofc;<«4 . X JJ 


T TR^1 SI -097—01 -Pf1 — R"^ 




Method 


BLASTX 




NCBI GI 


gl41609 




BLAST score 


173 




E value 


2.0e-12 




Match length 


114 




% identity 


38 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) 






zein, 19K - maize >gi_22448_ 






zein [Zea mays] 




Seq. No. 


298670 




Seq. ID 


LIB3151-027-Q1-K1-B8 




Method 


BLASTN 




NCBI GI 


gl68681 




BLAST score 


126 




E value 


2.0e-64 




Match length 


282 




% identity 


86 



4 [Zea mays] 



{ CLONE 22Q2) 
in precursor (clone cZ22C2) - 
(M12141) 22 kDa zein protein 



(PMS2) >gi_100944_pir S15656 

emb CAA41543 (X58700) 19 kDa 



NCBI Description Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds . 



41958 



>gi_270686_gb_I03333_ Sequence 8 from Patent US 



Seq. No. 


o n o ai i 

z yd o / 1 


Seq. ID 




Method 


BLASTN 


NCBI GI 


gl037129 


BLAST score 


zUl 


E value 


1 . Oe-109 


Match length 


O 1 T 

377 


% identity 


88 


NCBI Description 


( gamma- zeinA) =opaque2 modifier {5 1 region} [\ 




Tuxpeno CMS 450, mRNA Partial, 188 9 nt] 


Seq. No. 


AO no 

298672 


Seq. ID 


LIBJlol-Uz /-Ql-Kl-Ub 


Method 


BLASTX 


NCBI GI 


g4490333 


BLAST score 


1o4 


E value 


3.0e-10 


Match length 


95 


% identity 


40 


NCBI Description 


(AL035656) EF-Hand containing protein-like [1 




thaliana] 


Seq. No. 


298673 


Seq. ID 


LIB3151-027-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4314378 


BLAST score 


247 


E value 


5.0e-21 


Match length 


134 


% identity 


34 


NCBI Description 


(AC006232) putative lipase [Arabidopsis thai: 


Seq. No. 


298674 


Seq. ID 


LIB3151-027-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


394 


E value 


3.0e-38 


Match length 


105 


% identity 


79 


NCBI Description 


(AF031569) 22-kDa alpha zein 10 [Zea mays] 


Seq. No. 


298675 


Seq. ID 


LIBolol-Uz /-Ql-Kl-E / 


Method 


BLASTN 


NCBI GI 


gl037129 


BLAST score 


110 


E value 


4.0e-55 


Match length 


233 


% identity 


88 


NCBI Description 


( gamma- zeinA) =opaque2 modifier {5 1 region} [ 



[Zea mays=maize, 



Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



Seq. No. 
Seq. ID 



298676 

LIB3151-027-Q1-K1-F3 



41959 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g22549 
56 

1.0e-22 

262 
84 

Maize gene for a 27kDa storage protein, 



zein 



298677 

LIB3151-027-Q1-K1-F6 

BLASTX 

g629861 

178 

3.0e-20 

99 

64 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ 
zein Zdl (19 kDa zein) [Zea mays] 



(X67203) 



298678 

LIB3151-027-Q1-K1-F9 

BLASTX 

g629861 

257 

2.0e-22 

87 

63 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 

298679 

LIB3151-027-Q1-K1-G4 

BLASTX 

g!41617 

295 

1.0e-26 

74 

77 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi__100945__pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

298680 

LIB3151-027-Q1-K1-G6 

BLASTX 

gl41598 

150 

2.0e-13 

123 

39 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE ZG99) 

>gi_72313_pir ZIZM99 19K zein precursor (clone ZG99) - 

maize >gi_22519_emb_CAA24717_ (V01470) zein [Zea mays] 
>gi_22534_emb_CAA24726__ (V01479) zein [Zea mays] 



41960 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298681 

LIB3151-027-Q1-K1-H1 

BLASTX 

gl41617 

318 

2.0e-29 

65 

91 

ZEIN-BETA PRECURSOR {ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


298682 


Seq. ID 


LIB3151-028-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl663724 


BLAST score 


271 


E value 


6. Oe-24 


Match length 


103 


% identity 


53 


NCBI Description 


(U5084 6) 4-coumarate: coen: 


Seq. No. 


298683 


Seq. ID 


LIB3151-028-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


239 


E value 


4.0e-20 


Match length 


91 


% identity 


58 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


298684 


Seq. ID 


LIB3151-028-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


187 


E value 


2.0e-14 


Match length 


69 


% identity 


57 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 



A ligase [Nicotiana tabacum] 



(CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) 

>gi_22545__emb_CAA24728_ (V01481) reading frame zein 
[Zea mays] 



- maize 
[2] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298685 

LIB3151-029-Q1-K1-A7 

BLASTX 

gl21472 

218 

4.0e-18 

52 
81 

GLUTELIN 2 PRECURSOR ( ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 



41961 



>gi_72326j?ir ZMZM19 glutelin 2 precursor (clone pMEH9) - 

maize >gi_22289_errib_CAA26149_ 1 (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298686 

LIB3151-029-Q1-K1-A8 

BLASTX 

g!68695 

169 

2.0e-12 

67 

58 

(M16218) gamma zein [Zea mays] >gi_225315_prf 1211356A 

zein gamma [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298687 

LIB3151-029-Q1-K1-B11 

BLASTX 

gll84774 

407 

6.0e-40 

96 

81 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



Seq. No* 


298688 




Seq. ID 


LIB3151- 


029-Q1-K1-B3 


Method 


BLASTX 




NCBI GI 


g!68701 




BLAST score 


348 




E value 


5.0e-33 




Match length 


94 




% identity 


79 




NCBI Description 


(M60837) 


zein [Zea mays] 


Seq. No. 


298689 




Seq. ID 


LIB3151- 


029-Q1-K1-B6 


Method 


BLASTX 




NCBI GI 


g224513 




BLAST score 


317 




E value 


3.0e-29 




Match length 


101 




% identity 


67 




NCBI Description 


zein M6 


[Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298690 

LIB3151-029-Q1-K1-B7 

BLASTN 

g22537 

114 

3.0e-57 

313 

85 

Maize mRNA for zein polypeptide 



(clone M6) 



41962 



Seq. No. 


298691 


Seq. ID 


LIB3151-029-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


g283224 / 


BLAST score 


165 


E value 


2.0e-20 


Match length 


116 


% identity 


54 


NCBI Description 


(AF031569) 22-kDa alpha zein 


Seq. No. 


298692 


Seq. ID 


LIB3151-029-Q1-K1-C11 


Method 


BLASTN 


NCBI GI 


g22149 


BLAST score 


56 


E value 


9.0e-23 


Match length 


96 


% identity 


90 


NCBI Description 


Z.mays mRNA for alpha-tubulin 


Seq. No. 


298693 


Seq. ID 


LIB3151-029-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


176 


E value 


6.0e-24 


Match length 


80 


% identity 


75 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) 



zein, 19K - maize >gi_22446_emb_CAA37651__ (X53582) 
zein [Zea mays] 



_S15655 
19 kDa 



Seq. No. 


298694 


Seq. ID 


LIB3151-029-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g224513 


BLAST score 


305 


E value 


8.0e-28 


Match length 


111 


% identity 


65 


NCBI Description 


zein M6 [Zea mays] 


Seq. No. 


298695 


Seq. ID 


LIB3151-029-Q1-K1-D11 


Method 


BLASTN 


NCBI GI 


gl037129 


BLAST score 


251 


E value 


1.0e-139 


Match length 


371 


% identity 


92 


NCBI Description 


( gamma- zeinA) =opaque2 




Tuxpeno CMS 450, mRNA 


Seq. No. 


298696 


Seq. ID 


LIB3151-029-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g!00925 



1889 nt] 



41963 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227 

6.0e-19 

86 

47 

zein, 27K - maize {fragment) >gi_22550_emb_CAA41175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 



298697 

LIB3151-029-Q1-K1-D3 

BLASTX 

g419803 

415 

1.0e-40 

144 
60 

zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



298698 

LIB3151-029-Q1-K1-D8 

BLASTX 

gl21472 

324 

5.0e-30 

101 

59 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>giJ72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9__ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >giJL68485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


298699 






Seq. ID 


LIB3151- 


029-Q1 


-K1-E10 


Method 


BLASTX 






NCBI GI 


g22220 






BLAST score 


149 






E value 


1.0e-09 






Match length 


63 






% identity 


54 






NCBI Description 


(X55723) 


22 kD 


zein [Zea mays] 


Seq. No. 


298700 






Seq. ID 


LIB3151- 


029-Q1 


-Kl-Ell 


Method 


BLASTX 






NCBI GI 


g!68691 






BLAST score 


202 






E value 


5.0e-16 






Match length 


61 






% identity 


69 






NCBI Description 


(M29628) 


zein 


[Zea mays] 


Seq. No. 


298701 






Seq. ID 


LIB3151- 


029-Q1 


-K1-E3 


Method 


BLASTX 






NCBI GI 


gl6073 







41964 



BLAST score 


158 


E value 


7.0e-ll 


Match length 


54 


% identity 


72 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


298702 


Seq. ID 


LIB3151-029-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score. 


217 


E value 


1.0e-17 


Match length 


79 


% identity 


62 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


298703 


Seq. ID 


LIB3151-029-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g468515 


BLAST score 


152 


E value 


1.0e-ll 


Match length 


58 


% identity 


72 


NCBI Description 


(X55726) zein [Zea mays] 


Seq. No. 


298704 


Seq. ID 


LIB3151-029-Q1-K1-F8 


Method 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


174 


E value 


7.0e-15 


Match length 


77 


% identity 


56 


NCBI Description 


GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) {27 KD ZEIN) 



(ALCOHOL- SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>giJ72326jpir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb__CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298705 

LIB3151-029-Q1-K1-G1 

BLASTX 

gl21472 

329 

1.0e-30 

127 

53 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 



298706 



41965 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3151-029-Q1-K1-G9 

BLASTX 

g!41608 

289 

4.0e-26 

81 

74 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_22446_emb_CAA37 651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 


298707 


Seq. ID 


LIB3151-029-Q1-K1-H8 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


86 


E value 


1.0e-40 


Match length 


238 


% identity 


84 


NCBI Description 


Maize endosperm glutelin- 


Seq. No. 


298708 


Seq* ID 


LIB3151-030-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


336 


E value 


1.0e-31 


Match length 


98 


% identity 


79 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 




>gi 72311 pir ZIZM2 19K 




>gi_2 2 5 2 9_emb_CAA2 4 7 2 3_ 


Seq. No. 


298709 



2 gene, complete cds 



KD) (CLONE A20) 
zein precursor (clone A20) 
(V01476) zein [Zea mays] 



maize 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3151-030-Q1-K1-B11 

BLASJX 

gl41%05 

282 

2.0e-25 

85 

73 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298710 

LIB3151-030-Q1-K1-C12 

BLASTX 

gl00938 

261 

1.0e-22 

104 

54 

zein precursor 
zein precursor 



- maize >gi_22442_emb_CAA32513_ (X14335) 
(AA -21 to 90) [Zea mays] 



Seq. No. 



298711 



41966 



# 



Seq. ID 


LIB3151-030-Q1-K1-DU 


Method 


BLASTX 


NCBI GI 


g629861 


BJjAdT score 


Aid 


E value 


3.0e-24 


Match length 


72 


% identity 


74 


NCBI Description 


zein Zdl, 19K - maize 




zein Zdl (19 kDa zein 


Seq. No. 


298712 


Seq. ID 


LIB3151-030-Q1-K1-D12 


Method 


BLASTX 






BLAST score 


371 


E value 


1.0e-35 


Match length 


112 


% identity 


66 


NCBI Description 


(X59526) zein protein 


Seq. No. 


298713 


Seq. ID 


LIB3151-030-Q1-K1-E10 


Method 


BLASTX 


INLdI \j1 


gi. du / o 


BLAST score 


205 


E value 


3*0e-16 


Match length 


104 


% identity 


51 


NCBI Description 


(X59526) zein protein 


Seq. No. 


298714 


Seq. ID 


LIB3151-030-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


147 


jl vaxue 


A Do— 01 

h • ue <£ i 


Match length 


99 


% identity 


57 


NCBI Description 


ZEIN-ALPHA PRECURSOR 




zein, 19K - maize >gi 




zein [Zea mays] 


Seq. No. 


298715 


Seq. ID 


LIB3151-030-Q1-K1-E9 


Method 


BLASTX 


NLBX CjI 


glooo91 


BLAST score 


402 


E value 


3.0e-39 


Match length 


123 


% identity 


68 


NCBI Description 


(M29628) zein [Zea ma 


Seq. No. 


298716 


Seq. ID 


LIB3151-030-Q1-K1-F10 


Method 


BLASTN 


NCBI GI 


gl68690 


BLAST score 


74 



[Zea mays] 



(PMS1) >gi_100943_pir S15655 

ab CAA37651 (X53582) 19 kDa 



41967 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-33 

242 

83 

Maize zein mRNA, complete cds, clone ZG124 
298717 

LIB3151-030-Q1-K1-H11 

BLASTN 

gl037129 

95 

3.0e-46 

200 
92 

(gamma-zeinA) =opaque2 modifier {5 ! region} 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



[Zea mays-maize, 



Seq. No. 


298718 


Seq. ID 


LIB3151-031-Q1-K1-B7 


Method 


BLASTN 


NCBI GI 


gl68685 


BLAST score 


191 


E value 


1.0e-103 


Match length 


327 


% identity 


91 


NCBI Description 


Maize 22 kd (Mw=26.99 kd) zein protein 3, 


Seq. No. 


298719 


Seq. ID 


LIB3151-031-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


554 


E value 


5.0e-57 


Match length 


135 


% identity 


85 


NCBI Description 


ZEIN-ALPHA PRECURSOR {19 KD) (CLONE 19C2) 




>gi 72312 pir ZIZM92 19K zein precursor 




maize >gi_168680 (M12145) 19 kDa zein pro 


Seq. No. 


298720 


Seq. ID 


LIB3151-031-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


232 


E value 


2.0e-19 


Match length 


71 


% identity 


61 


NCBI Description 


GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD 




(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) 



mRNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA375 94_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298721 

LIB3151-031-Q1-K1-D5 

BLASTX 

q2832243 



41968 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



252 

1.0e-21 

95 
59 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298722 

LIB3151-031-Q1-K1-E5 

BLASTX 

g!41600 

226 

2.0e-38 

138 

67 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMB1 19K zein precursor (clone cZ19Bl) 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 



Seq. No. 


298723 


Seq. ID 


LIB3151-031-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


158 


E value 


1.0e-10 


Match length 


55 


% identity 


67 


NCBI Description 


(M60836) zein [Zea mays] 


Seq. No. 


298724 


Seq. ID 


LIB3151-031-Q1-K1-F9 


Method 


BLASTN 


NCBI GI 


g22549 


BLAST score 


257 


E value 


1 A — . I/O 

1 . Oe-142 


Match length 


257 


% identity 


53 


NCBI Description 


Maize gene for a 27kDa storage 


Seq. No. 


298725 


Seq. ID 


LIB3151-031-Q1-K1-H11 


Method 


BLASTN 


NCBI GI 


g22549 


BLAST score 


150 


E value 


5.0e-79 


Match length 


174 


% identity 


97 


NCBI Description 


Maize gene for a 27kDa storage 


Seq. No. 


298726 


Seq. ID 


LIB3151-033-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


202 


E value 


6.0e-16 


Match length 


97 


% identity 


59 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) ( 



zein 



(CLONE 19C2) 



41969 



>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 


298727 


Seq. ID 


LIB3151-033-Q1-K1-A3 


Method 


T3T 7\ C HIV! 


NCBI GI 


g4ooz / ob 


BLAST score 


94 


E value 


I . ue-4o 


Match length 


no 

1 /o 


% identity 


8 8 


NCBI Description 


Ziea mays miNlNri ±.QJl aU.cllOoJ-ilti is._Hla.ofci/ puuau. 


Seq. No. 


298728 


Seq. ID 


LIB3151-033-Q1-K1-A4 


Method 


t~i T 7\ nmrT 

BLASTN 


NCBI GI 


g283224z 


BLAST score 


268 


E value 


i . ue-14 y 


Match length 


4 60 


% identity 


14 


NCBI Description 


Zea mays zz — ylub. axpna zem gene cxustei/ 1 


Seq. No. 


298729 


Seq. ID 


LIB3151-033-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


322 


E value 


0 . Oe-oU 


Match length 


101 


% identity 


67 


NCBI Description 


[Xdd f ZZ) zzkd zexn L^ea raaysj 


Seq. No. 


298730 


Seq. ID 


LIB3151-033-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


344 


E value 


2 . Ue-oz 


Match length 


102 


% identity 


73 


NCBI Description 


(AFUolobyj zz— Kua aipna zein 3 t^ea maysj 


Seq. No. 


298731 


Seq. ID 


LIB3151-033-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


237 


E value 




Match length 


78 


% identity 


77 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


298732 


Seq. ID 


LIB3151-033-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl41614 



41970 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



160 

3.0e-ll 

61 

61 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZA1 OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) 

>gi_22527_emb_CAA24722_ (V01475) reading frame zein 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 



- maize 
[Zea 





Seq. No. 


298733 




Seq. ID 


LIB3151-033- 




Method 


T>T 7\ OniVT 

BLASTN 




NCBI GI 


— . 1 O O **> O A O 

qZooZZQZ 




BLAST score 


y D 




E value 


2.0e-46 




Match length 


163 




% identity 


19 




NCBI Description 


Zea mays 22' 




Seq. No. 


298734 




Seq. ID 


LIB3151-033 




Method 


BLASTX 




NCBI GI 


gl41605 




BLAST score 


386 




E value 


2.0e-37 




Match length 


94 




% identity 


83 




NCBI Description 


ZEIN-ALPHA 



,CURS0R (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 


298735 




Seq. ID 


LIB3151-033-Q1- 


-Kl-El 


Method 


BLASTX 




NCBI GI 


gl68697 




BLAST score 


150 




E value 


8.0e-10 




Match length 


44 




% identity 


77 




NCBI Description 


(M60835) zein 


[Zea mays] 


Seq. No. 


298736 




Seq. ID 


LIB3151-033-Q1- 


-K1-F5 


Method 


BLASTN 




NCBI GI 


g22549 




BLAST score 


70 




E value 


2.0e-31 




Match length 


130 




% identity 


88 


a 27kDa s 


NCBI Description 


Maize gene for 



zein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



298737 

LIB3151-034-Q1-K1-C12 

BLASTX 

gl41617 

287 

4.0e-26 



41971 



Match length 

% identity 

NCBI Description 



85 
66 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941jpir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


298738 


Seq. ID 


LIB3151-035 T Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl00940 


BLAST score 


211 


E va 1 tip 


5 . Oe-17 


Match length 


79 


% identity 


62 


NCBI Description 


zein zAl - maize 


Seq. No. 


298739 


Seq. ID 


LIB3151-035-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl68664 


BLAST score 


144 


E value 


2.0e-14 


M^i +■ cY\ 1 c±t\ rr+" Vi 




% identity 


50 


NCBI Description 


(M13507) zein protein precursor 


Seq. No. 


298740 


Seq. ID 


LIB3151-035-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g!00925 


BLAST score 


175 


E value 


1.0e-12 


Match length 


65 


% identity 


52 


NCBI Description 


zein, 27K - maize (fragment) >gi 




(X58197) 27kDa storage protein, 


Seq* No. 


298741 


Seq* ID 


LIB3151-035-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


217 


E value 


2. Oe-17 


Match length 


127 


% identity 


41 



[Zea mays] 



2 2 5 5 0__emb_CAA4 1 1 7 5_ 
:ein [Zea mays] 



NCBI Description 



Seq. No. 
Seq. ID 
Method 



GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb__CAA2614 9__ (X02230) glutelin- 2 precursor 
[Zea mays] >gi_22517_emb_CAA375 94_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298742 

LIB3151-035-Q1-K1-E9 
BLASTX 



41972 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl41615 
368 

2.0e-35 

110 

72 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE PZ22.3) 
>gi_22536_emb_CAA24727_ (V01480) zein protein 3 [Zea mays] 

298743 

LIB3151-035-Q1-K1-F12 

BLASTX 

gl41605 

277 

6.0e-25 

69 

83 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298744 

LIB3151-035-Q1-K1-F3 

BLASTX 

g3023275 

393 

1.0e-46 

135 
67 

ALPHA-GLUCOS I DAS E PRECURSOR (MALTASE) 

>gi_2130027_pir S65057 alpha-glucosidase (EC 3.2.1.20) 

barley >gi_944901 (U22450) alpha-glucosidase [Hordeum 
vulgare] 



Seq. No. 


298745 


Seq. ID 


LIB3151-035-Q1-K1-G4 


Method 


BLASTN 


NCBI GI 


g22447 


BLAST score 


62 


E value 


1.0e-26 


Match length 


169 


% identity 


85 


NCBI Description 


Zea mays ZMPMS2 gene 


Seq. No. 


298746 


Seq. ID 


LIB3151-035-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl41615 


BLAST score 


221 


E value 


3.0e-18 


Match length 


71 


% identity 


72 


NCBI Description 


ZEIN-ALPHA PRECURSOR 




>gi_2 253 6_emb_CAA2 4 7 


Seq. No. 


298747 


Seq. ID 


LIB3151-035-Q1-K1-H1 


Method 


BLASTN 



(22 KD) (CLONE PZ22.3) 

7 (V01480) zein protein 3 [Zea mays] 



41973 



NCBI GI g22100 

BLAST score 54 

E value 1.0e-21 

Match length 82 

% identity 91 

NCBI Description Z.mays 27kDa zein locus DNA 

Seq. No. 298748 

Seq. ID LIB3151-035-Q1-K1-H9 

Method BLASTX 

NCBI GI g224513 

BLAST score 155 

E value 1.0e-10 

Match length 63 

% identity 57 

NCBI Description zein M6 [Zea mays] 

Seq. No. 298749 

Seq. ID LIB3151-037-Q1-K1-A11 

Method BLASTX 

NCBI GI g2832243 

BLAST score 233 

E value 2.0e-19 

Match length 84 

% identity 62 

NCBI Description (AF031569) 22-kDa alpha zein 4 [Zea mays] 



298750 

LIB3151-037-Q1-K1-A3 
BLASTX 
g419803 
182 

5.0e-14 

45 
78 

zein protein - maize >gi_168705 (M72708) zein protein [Zea 
mays] 

Seq. No. 298751 

Seq. ID LIB3151-037-Q1-K1-A8 

Method BLASTN 

NCBI GI g22537 

BLAST score 37 

E value 1.0e-ll 

Match length 61 

% identity 90 

NCBI Description Maize mRNA for zein polypeptide (clone M6) 

Seq. No. 298752 

Seq. ID LIB3151-037-Q1-K1-B5 

Method BLASTX 

NCBI GI gl41603 

BLAST score 485 

E value 6.0e-49 

Match length 129 

% identity 83 

NCBI Description ZEIN-ALPHA PRECURSOR {19 KD) (CLONE A20) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41974 



>gi 72311_pir ZIZM2 19K zein precursor (clone A20) - maize 

>gi~22529~emb_CAA24723_ (V01476) zein [Zea mays] 





Seq. No. 


298753 




Seq. ID 


LIB3151-037-Q1-K1-B8 




Method 


BLASTX 




NCBI GI 


gl6073 




BLAST score 


340 




E value 


4 . Oe-32 




Match length 


101 




% identity 


74 




NCBI Description 


(X59526) zein protein 




Seq. No. 


298754 




Seq. ID 


LIB3151-037-Q1-K1-C6 




Method 


BLASTX 




NCBI GI 


g629861 




BLAST score 


296 




E value 


6.0e-37 


ZZ 


Match length 


130 


y ; 


% identity 


65 


S3 


NCBI Description 


zein Zdl, 19K - maize 






zein Zdl (19 kDa zein 




Seq. No. 


298755 




Seq. ID 


LIB3151-037-Q1-K1-E6 


01 


Method 


BLASTX 


2 


NCBI GI 


g419803 




BLAST score 


160 




E value 


6.0e-ll 


Ljl 


Match length 


87 




% identity 


37 




NCBI Description 


zein protein - maize 






mays] 




Seq. No. 


298756 




Seq. ID 


LIB3151-037-Q1-K1-F4 




Method 


BLASTX 




NCBI GI 


gl21472 




BLAST score 


176 




E value 


7.0e-13 




Match length 


86 



>gi_535020_emb_CAA47639_ (X67203) 
i [Zea mays] 



(M72708) zein protein [Zea 



% identity 

NCBI Description 



44 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb__CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



298757 

LIB3151-037-Q1-K1-F8 

BLASTX 

g482985 

164 

9.0e-12 
57 



41975 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

chitinase 



(EC 3.2.1.14) precursor - maize (fragment) 



298758 

LIB3151-037-Q1-K1-G1 

BLASTX 

gl41608 

301 

4.0e-31 

137 
56 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir_S15655 
zein, 19K - maize >gi_22446_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 298759 

Seq. ID LIB3151-037-Q1-K1-G12 

Method BLASTX 

NCBI GI gl68701 

BLAST score 269 

E value 1.0e-23 

Match length 7 6 

% identity 7 6 

NCBI Description (M60837) zein [Zea mays] 
298760 

LIB3151-037-Q1-K1-H8 
BLASTX 
g419803 
273 

1.0e-24 
64 
84 

zein protein - maize >gi_168705 (M72708) zein protein [Zea 
mays] 

Seq. No. 298761 

Seq. ID LIB3151-038-Q1-K1-A4 

Method BLASTX 

NCBI GI g72307 

BLAST score 334 

E value 3.0e-31 

Match length 109 

% identity 67 _ , 

NCBI Description 22K zein precursor (clone pZ22.3) - maize >gi_lfobfo«b 
(J01246) 26.99 kd zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 298762 

Seq. ID LIB3151-038-Q1-K1-B5 

Method BLASTN 

NCBI GI gl037129 

BLAST score 114 

E value 2.0e-57 

Match length 326 

% identity 84 

NCBI Description (gamma-zeinA) =opaque2 modifier {5' region} [Zea mays-] 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



41976 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298763 

LIB3151-038-Q1-K1-E7 

BLASTN 

g!68681 

71 

1.0e-31 

231 
83 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 



beq. mo. 




beq. 11J 


T T"R?1 R1 -rnft-oi -K1 -F1 


Method 


BLASTX 


NCBI GI 


g4510430 


BLAST score 




E value 


o . ue-zz 


Match length 


/O 


% identity 


O / 


NCBI Description 


(ACUUoyzyj unknown prouej 




thaliana] 


Seq. No. 


z y o / do 


Seq. ID 


LIB3151-038-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


goUoD^o 


BLAST score 


4 lo 


E value 


2 . Oe-40 


Match length 


Q Q 

yy 


% identity 


O 1 

ol 


NCBI Description 


/ T O ^ O / A \ nA-in r 7 /\ ^ -ret ^trol 

(Lo4o4Uj zem [Ztea maysj 


Seq. No. 


z y o / do 


Seq. ID 


LIB3151-038-Q1-K1-G3 


Method 


BLASTN 


NCBI GI 


gloo4o4 


BLAST score 


ZD J 


E value 


i n — 1 1 a 


Match length 


■3 0 / 


% identity 


89 


NCBI Description 


Maize endosperm glutelin- 


Seq. No. 


298767 


Seq. ID 


LIB3151-038-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


431 


E value 


2.0e-42 


Match length 


128 


% identity 


73 


NCBI Description 


(AF031569) 22-kDa alpha 


Seq. No. 


298768 


Seq. ID 


LIB3151-039-Q1-K1-B8 


Method 


BLASTN 


NCBI GI 


g!8053 



3 1 partial [Arabidopsi 



4 [Zea mays] 



41977 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

7.0e-17 

66 
92 

C.lacryma-jobi L. 



mRNA for gamma- coixin (22KDa) 



298769 

LIB3151-039-Q1-K1-C3 

BLASTN 

gl037129 

309 

1.0e-173 

375 
95 

( gamma- zeinA) =opaque2 modifier {5 f region} 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



[Zea mays=maize, 



Seq. No. 


298770 


Seq. ID 


LIB3151-039-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


174 


E value 


3.0e-93 


Match length 


294 


% identity 


90 


NCBI Description 


Maize endosperm glutelin-2 


Seq. No, 


298771 


Seq. ID 


LIB3151-039-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g584706 


BLAST score 


191 


E value 


7.06-15 


Match length 


38 


% identity 


100 


NCBI Description 


ASPARTATE AMINOTRANSFERASE 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_2130066_pir JC5124 aspartate transaminase (EC 

2.6.1.1), cytoplasmic - rice >gi_287298_dbj_BAA03504__ 
(D14673) aspartate aminotransferase [Oryza sativa] 

298772 

LIB3151-039-Q1-K1-E7 

BLASTX 

gl41614 

220 

5.0e-18 

96 
52 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE 2A1 OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) - maize 

>gi_22527_emb_CAA24722_ (V01475) reading frame zein [Zea 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 

298773 

LIB3151-039-Q1-K1-F6 

BLASTX 

gl41597 



41978 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



249 

2.0e-24 

103 

66 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

298774 

LIB3151-039-Q1-K1-F9 

BLASTX 

gl41600 

161 

3.0e-ll 

51 

69 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMB1 19K zein precursor {clone CZ19B1) - 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

298775 

LIB3151-039-Q1-K1-G2 

BLASTX 

g2827712 

206 

3.0e-16 

82 
51 

(AL021684) endoxyloglucan tranf erase-like protein 
[Arabidopsis thaliana] 

298776 

LIB3151-039-Q1-K1-G9 

BLASTX 

g!41603 

200 

1.0e-20 

103 

56 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) - maize 

>gi_22529 emb CAA24723 (V01476) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



298777 

LIB3151-039-Q1-K1-H4 

BLASTN 

g!68679 

57 

1.0e-23 

120 

88 

Maize 19 kDa zein mRNA f clone cZ19C2, complete cds . 
>gi_270687_gb_I03334_ Sequence 9 from Patent US 

298778 

LIB3151-039-Q1-K1-H7 



41979 



# 



Method 


BLASTN 




gouo / ny 


BLAST score 


111 


E value 


9.0e-56 


Match length 


175 


% identity 


91 


NCBI Description 


Zea mays starch synthase DULL1 


Seq. No. 


298779 


Seq. ID 


LIB3151-039-Q1-K1-H9 


Method 


BLASTN 




gzzo4 y 


BLAST score 


241 


E value 


1.0e-133 


Match length 


279 


% identity 


97 


NCBI Description 


Maize gene for a 27kDa storage 


Seq. No. 


298780 


Seq. ID 


LIB3151-040-Q1-K1-B4 


Method 


BLASTN 


NCBI GI 


gl68685 


BLAST score 


63 


E value 


6.0e-27 


Match length 


119 


% identity 


88 


NCBI Description 


Maize 22 kd (Mw=26.99 kd) zein 


Seq. No. 


298781 


Seq. ID 


LIB3151-040-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g419803 


BLASI score 


151 


E value 


2.0e-10 


Match length 


51 


% identity 


67 


NCBI Description 


zein protein - maize >gi_168705 




mays] 


Seq. No. 


298782 


Seq. ID 


LIB3151-040-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


209 


E value 


3.0e-17 


Match length 


58 


% identity 


78 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 


Seq. No. 


298783 


Seq. ID 


LIB3151-040-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


362 


E value 


1.0e-34 


Match length 


115 


% identity 


66 



mRNA, complete cds 



mRNA 



(M72708) zein protein [Zea 



[Zea mays] 



41980 



# 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zein protein 
mays] 



maize >gi_168705 (M72708) zein protein [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298784 

LIB3151-040-Q1-K1-G7 

BLASTN 

gl68484 

38 

6.0e-12 

86 
86 

Maize endosperm glutelin-2 gene, complete cds 
298785 

LIB3151-040-Q1-K1-H3 

BLASTN 

g2832242 

57 

2.0e-23 

127 

10 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
298786 

LIB3151-040-Q1-K1-H9 

BLASTX 

gl21472 

168 

7.0e-12 

97 
41 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi 72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298787 

LIB3151-041-Q1-K1-A3 

BLASTX 

g2655029 

636 

8.0e-67 

113 

100 

(AF019296) starch synthase isoform zSTSII-1 [Zea mays] 



298788 

LIB3151-041-Q1-K1-A8 

BLASTN 

g22215 

46 

8.0e-17 

54 
96 

Z.mays ZSF4C1 gene for zein 



41981 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298789 

LIB3151-041-Q1-K1-C3 

BLASTX 

g508545 

175 

9.0e-13 

66 

55 

(L34340) zein [Zea mays] 
298790 

LIB3151-041-Q1-K1-D5 

BLASTX 

gl00925 

168 

7.0e-12 

42 

64 

zein, 27K - maize (fragment) >gi_22550_emb_CAA41175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298791 

LIB3151-041-Q1-K1-E1 

BLASTN 

g625147 

97 

3.0e-47 

345 

83 

Zea mays protein disulfide isomerase 
cds 



(pdi) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298792 

LIB3151-041-Q1-K1-E3 

BLASTX 

gl21472 

151 

2.0e-10 

55 

53 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2 ) 

>gi 72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi__22289_emb_CAA2614 9_ (X02230) glutelin- 2 precursor 
[Zea mays] >gi_22517__emb__CAA37594__ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

298793 

LIB3151-041-Q1-K1-F12 

BLASTN 

gl68484 

273 

1.0e-152 

377 

94 

Maize endosperm glutelin-2 gene, complete cds 



41982 



Seq. No, 

Seq, ID 

Method ^ - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298794 

LIB3151-041-Q1-K1-F9 

BLASTX 

gl41615 

173 

1.0e-12 

83 

49 

ZEIN-ALPHA PlfeCURSOR (22 KD) (CLONE PZ22.3) 
>gi_22536_emb_CAA24727_ (V01480) zein protein 3 [Zea mays] 





Seq. No. 


298795 




Seq. ID 


LIB3151-041-Q1-K1-G5 




Method 


BLASTX 






rrl 41 f^n^ 

y ±h iouj 




BLAST score 


436 




E value 


3.0e-43 




Match length 


119 




% identity 


77 


y * 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20 


ffi 




>gi 72311 pir ZIZM2 19K zein precursor 






>gi_22529_emb_CAA24723_ (V01476) zein [ 


===== 


Seq. No. 


298796 




beq. xu 


lilrSOiOl~U4 — r\.±-riO 




Method 


BLASTX 


s 


NCBI GI 


g508545 




BLAST score 


205 




E value 


3.0e-16 




Match length 


87 




% identity 


52 


y 


NCBI Description 


(L34340) zein [Zea mays] 




Seq. No. 


298797 




Seq. ID 


LIB3151-042-Q1-K1-C9 




Method 


BLASTX 




NCBI GI 


g3426039 




BLAST score 


513 




E value 


3.0e-52 




Match length 


126 




% identity 


71 




NCBI Description 


(AC005168) unknown protein [Arabidopsis 




Seq. No. 


298798 




Seq. ID 


LIB3151-042-Q1-K1-E7 




Method 


BLASTX 




NCBI GI 


gl41608 




BLAST score 


170 




E value 


4.0e-12 




Match length 


47 




% identity 


72 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi 



(clone A20) - maize 



_100943_pir S15655 

zein, 19K - maize >gi_22446_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 



298799 



41983 



Seq. ID 


LIB3151-042-Q1-K1-G11 


Method 


BLASTN 




y ± doddj 


BLAST score 


88 


E value 


4.0e-42 


Match length 


95 


% identity 


98 


NCBI Description 


Maize 16-kDa zein-2 mRNA, complete cds 


Seq* No. 


298800 


Seq, ID 


LIB3151-043-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl00925 


J3.LiiT.Ol bOOIc 


loo 


E value 


4.0e-12 


Match length 


51 


% identity 


63 


NCBI Description 


zein, 27K - maize (fragment) >gi_22550 




(X58197) 27kDa storage protein, zein [ 


Seq. No. 


298801 


Seq. ID 


LIB3151-043-Q1-K1-B4 


Method 


BLASTN 


NCBI GI 


gl68679 


D-urioi s co re 




E value 


1.0e-24 


Match length 


186 


% identity 


85 


NCBI Description 


Maize 19 kDa zein mRNA, clone cZ19C2, 




>gi_270687_gb_I03334_ Sequence 9 from 


Seq. No. 


298802 


Seq. ID 


LIB3151-043-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


gl707924 


BLAST score 


141 


E value 


3.0e-09 


Match length 


55 


% identity 


56 



emb CAA41175 



complete cds. 
Patent US 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GLUCOSE-1-PHOSPHATE ADENYLYLTRANS FERASE LARGE SUBUNIT 1 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E S) (ALPHA- D-GLUCOSE-1 -PHOSPHATE 
ADENYL TRANSFERASE) (SHRUNKEN-2) >gi_1947182 (M81603) 

shrunken-2 [Zea mays] >gi_444329__prf 190 637 8 A ADP glucose 

pyrophosphorylase [Zea mays] 

298803 

LIB3151-043-Q1-K1-D2 

BLASTX 

g419803 

216 

1.0e-17 

89 

52 

zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



41984 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298804 

LIB3151-043-Q1-K1-D4 

BLASTX 

g584706 

222 

3.0e-18 

87 

54 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE A) 

>gi_2130066_pir JC5124 aspartate transaminase (EC 

2.6.1.1), cytoplasmic - rice >gi_287298_dbj_BAA03504_ 
(D14673) aspartate aminotransferase [Oryza sativa] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298805 

LIB3151-043-Q1-K1-E1 

BLASTX 

gl41617 

393 

3.0e-38 

109 

66 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


298806 


Seq, ID 


LIB3151-043-Q1-K1-E4 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


34 


E value 


6.0e-10 


Match length 


90 


% identity 


84 


NCBI Description 


Maize endosperm glutelin- 


Seq. No. 


298807 


Seq, ID 


LIB3151-043-Q1-K1-E6 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


109 


E value 


2.0e-54 


Match length 


164 


% identity 


93 


NCBI Description 


Maize Zc2 gene for zein ; 


Seq. No. 


298808 


Seq, ID 


LIB3151-04 3-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


245 


E value 


6.0e-21 


Match length 


66 


% identity 


76 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 



-2 gene, complete cds 



Zc2 (28 kD glutelin-2) 



>gi_72314_pir_ 



) (CLONE A30) 
ZIZM3 19K zein precursor (clone A30) - maize 



41985 



>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

Seq. No. 298809 

Seq. ID LIB3151-044-Q1-K1-A4 

Method BLASTX 

NCBI GI gl41610 

BLAST score 217 

E value 4.0e-18 

Match length 55 

% identity 82 

NCBI Description ZEIN-ALPHA PRECURSOR (CLONE Z4) 

Seq. No. 298810 

Seq. ID LIB3151-044-Q1-K1-A5 

Method BLASTN 

NCBI GI gl037129 

BLAST score 40 

E value 1.0e-13 

Match length 117 

% identity 82 

NCBI Description (gamma-zeinA) =opaque2 modifier {5 T region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 

Seq. No. 298811 

Seq. ID LIB3151-044-Q1-K1-B3 

Method BLASTN 

NCBI GI g829147 

BLAST score 111 

E value 1.0e-55 

Match length 167 

% identity 92 

NCBI Description Z.mays gene for cyclophilin 

Seq. No. 298812 

Seq. ID LIB3151-044-Q1-K1-B6 

Method BLASTX 

NCBI GI g!41597 

BLAST score 275 

E value 9.0e-25 

Match length 81 

% identity 70 

NCBI Description ZEIN-ALPHA PRECURSOR {19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi~22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

Seq. No. 298813 

Seq. ID LIB3151-044-Q1-K1-C2 

Method BLASTN 

NCBI GI gl68681 

BLAST score 139 

E value 2.0e-72 

Match length 249 

% identity 90 

NCBI Description Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 

>gi_270686_gb_I03333_ Sequence 8 from Patent US 



41986 



II 



Seq. No. 


O QQ Q 1 A 
Z yo 0 -L3 


beq. ID 


T TR^1 R1 — OAA— D1 — Kl — 
Jj±oO-LOJL U 4 *± "■J- ^ J 


Method 


BLASTX 


NCBI GI 


gl00939 


BLAST score 




E value 


z . ue-i / 


Match length 


67 


% identity 




NCBI Description 


zein precursor — maize 


Seq. No. 


OQQQ1 C 

Z :?oo±3 


Seq. ID 


t td*3 1 R 1 Hjlit—nl — T^l _PQ 
LiDOlO 1 — U4 3 —^)L — i\±—\^y 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


179 


E value 


2.0e-22 


Match length 


131 


% identity 


55 


NCBI Description 


ZEIN-ALPHA PRECURSOR ( 




zein, 19K - maize >gi 




zein [Zea mays] 


beq. no. 


Z y 0 0 j. 0 


Seq. ID 


LIB3151-044-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


301 


E value 


2.0e-27 


Match length 


110 



19 KD) (PMS1) >gi_100943_pir S15655 

22446 emb CAA37651 (X53582) 19 kDa 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



298817 

LIB3151-044-Q1-K1-F2 

BLASTX 

gl41608 

306 

4.0e-28 

102 

66 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_22446_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 

298818 

LIB3151-044-Q1-K1-G2 

BLASTX 

gl41600 

181 

1.0e-13 

49 

82 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMB1 19K zein precursor (clone cZ19Bl) - 

maize >gi 168674 (M12143) 19 kDa zein protein [Zea mays] 



41987 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298819 

LIB3151-044-Q1-K1-G4 

BLASTX 

g22216 

163 

8.0e-12 

46 
78 

(X55722) 22kD zein [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298820 

LIB3151-045-Q1-K1-A8 

BLASTX 

g!41607 

290 

4.0e-26 

114 
58 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE PZ19.1) 

>gi_22521_emb_CAA24718_ (V01471) zein [Zea mays] >gi__168672 
(J01244) zein 19 kd protein (partial) [Zea mays] 



Seq. No. 


298821 


Seq. ID 


LIB3151-045-Q1-K1-B2 


Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


76 


E value 


1.0e-34 


Match length 


208 


% identity 


92 


NCBI Description 


Zea mays zein protein gene, complete < 


Seq, No. 


298822 


Seq. ID 


LIB3151-045-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g2642163 


BLAST score 


345 


E value 


1.0e-32 


Match length 


93 


% identity 


67 


NCBI Description 


(AC00300Q) hypothetical protein [Arab. 



Seq* No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



298823 

LIB3151-045-Q1-K1-C3 

BLASTX 

g!68699 

244 

8.0e-21 

72 

71 

(M60836) zein [Zea mays] 
298824 

LIB3151-045-Q1-K1-C4 

BLASTX 

g82660 



41988 



II 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



216 

1.0e-17 

100 

53 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 

298825 

LIB3151-045-Q1-K1-C5 

BLASTX 

g72307 

163 

3.0e-ll 

75 

52 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298826 

LIB3151-045-Q1-K1-D8 

BLASTX 

gll4974 

165 

2.0e-ll 

52 
60 

NON- CYANOGEN I C BETA- GLUCOS I DAS E PRECURSOR 

>gi_67491j?ir GLJY31 beta-glucosidase (EC 3.2.1.21) 

precursor (clone TRE361) - white clover 
>gi_21955_emb__CAA40058.1_ (X56734) beta-glucosidase 
[Trifolium repens] 



Seq. No. 


298827 


Seq. ID 


LIB3151-045-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


214 


E value 


1.0e-17 


Match length 


57 


% identity 


87 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


298828 


Seq. ID 


LIB3151-045-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g!705678 


BLAST score 


321 


E value 


8.0e-30 


Match length 


78 


% identity 


83 


NCBI Description 


CELL DIVISION CYCLE 



PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_8 62480 (U20213) 
valosin-containing protein [Glycine max] 



Seq. No. 
Seq. ID 
Method 



298829 

LIB3151-045-Q1-K1-H6 
BLASTX 



41989 



NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No* 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 298831 

Seq. ID LIB3151-046-Q1-K1-D5 

Method BLASTX 

NCBI GI gll82065 

BLAST score 165 

E value 5.0e-21 

Match length 87 

% identity 72 

NCBI Description (X55661) 22 kD zein [Zea mays] 
298832 

LIB3151-046-Q1-K1-F1 
BLASTX 
g2668744 
478 

3.0e-48 
92 
97 

(AF034946) ubiquitin conjugating enzyme [Zea mays] 

Seq. No. 298833 

Seq. ID LIB3151-046-Q1-K1-F4 

Method BLASTN 

NCBI GI gl68681 

BLAST score 73 

E value 3.0e-33 

Match length 160 

% identity 86 

NCBI Description Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds 
>gi_270686_gb_l03333_ Sequence 8 from Patent US 

Seq. No. 298834 

Seq. ID LIB3151-046-Q1-K1-G1 

Method BLASTX 

NCBI GI g!41617 

BLAST score 337 

E value 1.0e-31 

Match length ~ 100 

% identity 67 

NCBI Description ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 



g2058311 
231 

2.0e-19 

62 
73 

(X79566) cinnamoyl-CoA reductase [Eucalyptus gunnii] 



298830 

LIB3151-046-Q1-K1-C4 

BLASTX 

g3786009 

438 

2.0e-43 

132 
69 

(AC005499) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41990 



# 

>gi_100941_pir S12140 zein Zcl - maize 

>gi 100945_pir B29017 zein 2 - maize 

>gi~22515_emb_CAA37 595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

Seq. No. 298835 

Seq. ID LIB3151-04 6-Q1-K1-G11 

Method BLASTX 

NCBI GI g224514 

BLAST score 310 

E value 2.0e-28 

Match length 62 

% identity 98 

NCBI Description zein M8 [Zea mays] 

Seq. No. 298836 

Seq. ID LIB3151-046-Q1-K1-G7 

Method BLASTX 

NCBI GI gl00925 

BLAST score 185 

E value 4.0e-14 

Match length 72 

% identity 44 

NCBI Description zein f 27K - maize (fragment) >gi_22550_emb_CAA41175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298837 

LIB3151-04 6-Q1-K1-H11 

BLASTX 

gl41608 

178 

2.0e-13 

63 

63 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 298838 

Seq. ID LIB3151-047-P1-K1-D1 

Method BLASTN 

NCBI GI gl68696 

BLAST score 60 

E value 3.0e-25 

Match length 92 

% identity 91 

NCBI Description Z.mays zein mRNA, 3 f end 

Seq. No. 298839 

Seq. ID LIB3151-047-P1-K1-D4 

Method BLASTN 

NCBI GI g22549 

BLAST score 197 

E value 1.0e-107 

Match length 337 

% identity 90 

NCBI Description Maize gene for a 27kDa storage protein, zein 



41991 



Seq. No. 


Z yoo4U 


Seq. ID 


LIB3151-04 /-Pl-Ki-Db 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


/no 

488 


E value 


2.0e-50 


Match length 


142 


% identity 


77 


NCBI Description 


ZEIN-ALPHA PRECURSOR [19 KDJ (CLUJNt. AJU] 


>gi 72314_pir ZIZM3 19K zem precursor icione a^u) 




>gi ^zo4j eitiD UAA.Z4/ZO (VUi^oi ; reauing LXcuufc; ^tJin 




[Zea mays] 


Seq. No. 


O C\ O O A 1 


Seq. ID 


LIBJlol-U4 /-P1-K1-£Z 


Method 


BLASTN 


NCBI GI 


gl68690 


BLAST score 


77 


E value 


3.0e-35 


Match length 


173 


% identity 


87 


NCBI Description 


Maize zem mRNA, complete cds, clone ZGlz4 


Seq. No. 


298842 


Seq. ID 


LIB3151-047-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


g22537 


BLAST score 


81 


E value 


9.0e-38 


Match length 


117 


% identity 


58 


NCBI Description 


Maize mRNA for zein polypeptide (clone M6) 


Seq. No. 


^1 Ann ji 0 

298843 


Seq. ID 


LIB3151-047-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


gl41609 


BLAST score 


195 


E value 


5.0e-15 


Match length 


112 


% identity 


46 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (PMS2) >gi_10094 4_pir_ 


zeiri; 19K - maize >gi zz44o eniD_LAA4i3 4o_ \aooiuu} 




zein [Zea mays] 


Seq. No. 


298844 


Seq. ID 


LIB3151-04 7-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


n fi o 

Z93 


E value 


1.0e-26 


Match length 


104 


% identity 


64 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


298845 



- maize 
[2] 



S15656 



41992 



beq. lu 


T.TR^I SI -048-P1-K1-A1 




Method 


DT TV CTV 




NCBI GI 


g2832247 




BLAST score 


274 




E value 






Match length 


i ni 

lUl 




% identity 


Ol 


zein 


NCBI Description 


fRFO^lRfiQ^ ??-kDa aloha 


Seq. No. 






Seq. ID 


T TM1 SI -D48-P1 -K1-A12 




Method 


BliAbllN 




NCBI GI 


g22516 




BLAST score 


150 




E value 


o . ue- / y 




Match length 


^yy 




% identity 


DO 


Zc2 ( 


NCBI Description 


Liaise ZjO^ yciiC ±* icxn 


Seq. No. 


O QQQ X *7 




Seq. ID 


T TT3*31 R1 -HAft-Pl -Kl -R7 
JblDJlOl uyo ITJ. IVX D/ 




Method 


tit 71P rnvi 




NCBI GI 


g22516 




BLAST score 


92 




E value 


z . ue— 4 4 




Match length 


loo 




% identity 


yu 


Zc2 


NCBI Description 




Seq. No. 






Seq. ID 


T TH**1 R 1 —HAS— Pi — K1 — R9 




Method 


OT TV OTT\T 

BLAblJN 




NCBI GI 


g!68573 




BLAST score 


93 




E value 


5.0e-45 




Match length 


183 




% identity 


93 




NCBI Description 


Zea mays tryptophan synthase 




complete cds 




Seq. No. 


298849 




Seq. ID 


LIB3151-048-P1-K1-C6 




Method 


BLASTX 




NCBI GI 


gl00940 




BLAST score 


166 




E value 


1.0e-ll 




Match length 


74 




% identity 


49 




NCBI Description 


zein zAl - maize 




Seq. No. 


298850 




beq. iu 


LIB3151-048-P1-K1-C7 




Method 


BLASTX 




NCBI GI 


g2832243 




BLAST score 


183 




E value 


7.0e-14 




Match length 


54 





(28 kD glutelin-2) 



(TSB2) mRNA, 



41993 



# 



% identity 

NCBI Description 

Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 
298851 

LIB3151-048-P1-K1-D5 

BLASTN 

g22516 

133 

1.0e-68 

303 
89 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 
298852 

LIB3151-048-P1-K1-E11 

BLASTN 

gl68484 

135 

6.0e-70 

159 

96 

Maize endosperm glutelin-2 gene, complete cds 
298853 

LIB3151-048-P1-K1-F11 

BLASTX 

gl41605 

224 

2.0e-18 

95 

55 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) • 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

298854 

LIB3151-048-P1-K1-F8 

BLASTX 

g629861 

178 

4.0e-13 

97 
47 

zein Zdl f 19K - maize >gi_535020_emb_CAA47639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298855 

LIB3151-048-P1-K1-F9 

BLASTN 

g22447 

61 

5.0e-26 

93 

91 

Zea mays ZMPMS2 gene for 19 kDa zein protein 



Seq. No. 



298856 



41994 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3151-048-P1-K1-G11 

BLASTN 

gl68652 

66 

3.0e-29 

118 

89 

Maize amyloplast-specif ic transit protein (waxy; wx+ 
locus), complete cds 



Seq. No. 298857 

Seq. ID LIB3151-048-P1-K1-G5 

Method BLASTN 

NCBI GI g!68484 

BLAST score 7 6 

E value 6.0e-35 

Match length 148 

% identity 88 

NCBI Description Maize endosperm glutelin-2 gene, complete cds 

Seq. No. 298858 

Seq. ID LIB3151-048-P1-K1-G7 

Method BLASTX 

NCBI GI gl6073 

BLAST score 233 

E value 2.0e-19 

Match length 112 

% identity 49 

NCBI Description (X59526) zein protein [Acetabularia mediterranea] 
298859 

LIB3151-048-P1-K1-G9 
BLASTX 
g72307 
185 

2.0e-28 
87 
86 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 

Seq. No. 298860 

Seq. ID LIB3151-048-P1-K1-H10 

Method BLASTN 

NCBI GI gl68484 

BLAST score 260 

E value 1.0e-144 

Match length 363 

% identity 93 

NCBI Description Maize endosperm glutelin-2 gene, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



298861 

LIB3151-048-P1-K1-H12 

BLASTX 

gl68701 

427 

3.0e-42 



41995 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



99 
89 

(M60837) zein [Zea mays] 
298862 

LIB3151-04 9-P1-K1-A1 

BLASTN 

g22537 

89 

1.0e-42 

157 
89 

Maize mRNA for zein polypeptide 



(clone M6) 



298863 

LIB3151-049-P1-K1-A10 

BLASTN 

gl68673 

39 

1.0e-12 

91 
86 

Maize 19 kDa zein mRNA, clone CZ19B1, complete cds 
298864 

LIB3151-04 9-P1-K1-A12 

BLASTN 

gl68665 

203 

1.0e-110 

267 
94 

Maize 16-kDa zein-2 mRNA, complete cds 
298865 

LIB3151-049-P1-K1-A3 

BLASTX 

gl68701 

252 

1.0e-21 

111 

50 

(M60837) zein [Zea mays] 
298866 

LIB3151-049-P1-K1-A7 

BLASTX 

g224508 

167 

8.0e-12 

55 
69 

zein A20 [Zea mays] 
298867 

LIB3151-04 9-P1-K1-B10 
BLASTX 



41996 



NCBI GI gl68699 

BLAST score 144 

E value 4.0e-ll 

Match length 76 

% identity 63 

NCBI Description (M60836) 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



298868 

LIB3151-04 9-P1-K1-B2 
BLASTX 
gl41608 
150 

2.0e-18 
65 
8 6 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_22446_emb_CAA37 651_ (X53582) 19 kDa 
zein [Zea mays] 

298869 

LIB3151-04 9-P1-K1-B5 

BLASTN 

g22514 

37 

5.0e-12 

45 

96 

Maize Zcl gene for Zein Zcl (14 kD zein-2) 
298870 

LIB3151-049-P1-K1-C4 

BLASTN 

gl68484 

321 

0.0e+00 

392 

95 

Maize endosperm glutelin-2 gene, complete cds 
298871 

LIB3151-04 9-P1-K1-D12 

BLASTX 

gl41605 

360 

4.0e-36 

123 

73 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_JL68680 (M12145) 19 kDa zein protein [Zea mays] 

298872 

LIB3151-049-P1-K1-D8 

BLASTX 

g3851003 

369 

2.0e-35 



41997 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

94 " r 

(AF069910) pyruvate dehydrogenase El beta subunit isoform 3 
[Zea mays] 

298873 

LIB3151-049-P1-K1-E3 

BLASTN 

g22549 

100 

6.0e-49 

120 

96 

Maize gene for a 27kDa storage protein, zein 
298874 

LIB3151-049-P1-K1-E7 

BLASTN 

g!68652 

103 

7.0e-51 

167 

91 

Maize amyloplast-specif ic transit protein (waxy; wx+ 
locus), complete cds 

298875 

LIB3151-049-P1-K1-F1 

BLASTX 

g585338 

247 

6.0e-24 

85 

74 

ADENYLATE KINASE B (ATP -AMP TRANSPHOSPHORYLASE) 
>gi_391879_dbj_BAA01181_ (D10335) adenylate kinase-b [Oryza 
sativa] 



Seq. No. 


298876 


Seq. ID 


LIB3151-049-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


gl68665 


BLAST score 


164 


E value 


2.0e-87 


Match length 


196 


% identity 


96 


NCBI Description 


Maize 16-kDa zein-2 mRNA, 


Seq. No. 


298877 


Seq. ID 


LIB3151-049-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


g629861 


BLAST score 


242 


E value 


9.0e-21 


Match length 


84 


% identity 


68 


NCBI Description 


zein Zdl, 19K - maize >gi 



complete cds 



535020 emb CAA47639 (X67203) 



41998 



€1 



zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 298878 

Seq. ID LIB3151-049-P1-K1-G2 

Method BLASTN 

NCBI GI g22544 

BLAST score 69 

E value 2.0e-30 

Match length 69 

% identity 100 , 
NCBI Description Maize mRNA (clone A30) for zein (a plant storage protein) 

Seq. No. 298879 

Seq. ID LIB3151-049-P1-K1-H7 

Method BLASTX 

NCBI GI gl21472 

BLAST score 223 

E value 2.0e-18 

Match length 101 

% identity 45 

NCBI Description GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 

(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi 72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi__22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_JL68485 (M16066) glutelin-2 [Zea mays] 

298880 

LIB3151-049-P1-K1-H8 
BLASTX 
g629861 
166 

3.0e-12 
78 
63 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 298881 

Seq. ID LIB3151-050-P1-K1-C10 

Method BLASTN 

NCBI GI gl68484 

BLAST score 38 

E value 3.0e-12 

Match length 98 

% identity 85 

NCBI Description Maize endosperm glutelin-2 gene f complete cds 

Seq. No. 298882 

Seq. ID LIB3151-050-P1-K1-C11 

Method BLASTX 

NCBI GI gl41601 

BLAST score 187 

E value 4.0e-14 

Match length 106 

% identity 45 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE QZ19AB11) 



41999 



>gi_82657jpir S03417 19K zein precursor (clone gZ19ABll} - 

maize >gi_22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 



Seq. No. 


298883 


Seq. ID 


LIB3151-050-P1-K1-C12 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Maize endosperm glutelin-2 gene, complete cds 


Seq. No. 


298884 


Seq. ID 


LIBilol-050-Pl-Kl-C3 


Method 


BLASTX 


NCBI GI 


g!41608 


BLAST score 


248 


E value 


2.0e-21 


Match length 


93 


% identity 


59 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi 100943 pir S15655 




zein, 19K - maize >gi_22446__emb_CAA37651__ (X53582) 19 kDa 




zein [Zea mays] 


Seq. No. 


298885 


Seq. ID 


LIB3151-050-P1-K1-C9 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


219 


E value 


1.0e-120 


Match length 


278 


% identity 


95 


NCBI Description 


Maize endosperm glutelin-2 gene, complete cds 


Seq. No. 


298886 


Seq. ID 


LIB3151-050-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g266398 


BLAST score 


189 


E value 


7.0e-15 


Match length 


56 


% identity 


62 


NCBI Description 


TRYPSIN/ FACTOR XIIA INHIBITOR PRECURSOR (HAGEMAN FACTOR 




INHIBITOR) (CHFI) >gi_68849_pir TIZM1 trypsin/f actor Xlla 




inhibitor precursor - maize >gi_22327 emb CAA37998 




(X54064) corn Hageman factor inhibitor [Zea mays] 


Seq. No. 


298887 


Seq. ID 


LIB3151-050-P1-K1-D10 


Method 


BLASTN 


NCBI GI 


g22549 


BLAST score 


115 


E value 


4.0e-58 


Match length 


131 


% identity 


97 



42000 



NCBI Description Maize gene for a 27kDa storage protein, zein 



Seq. No. 298888 

Seq. ID LIB3151-050-P1-K1-D8 

Method BLASTX 

NCBI GI g22216 

BLAST score 144 

E value 2.0e-14 

Match length 99 

% identity 53 

NCBI Description (X55722) 22kD zein [Zea mays] 

Seq. No. 298889 

Seq. ID LIB3151-050-P1-K1-E3 

Method BLASTN 

NCBI GI g22516 

BLAST score 308 

E value 1.0e-173 

Match length 381 

% identity 95 

NCBI Description Maize Zc2 gene for zein Zc2 {28 kD glutelm-2) 

Seq. No. 298890 

Seq. ID LIB3151-050-P1-K1-E5 

Method BLASTN 

NCBI GI gl037129 

BLAST score 58 

E value 3.0e-24 

Match length 78 

% identity 95 _ , 

NCBI Description ( gamma- zeinA) -opaque 2 modifier {5' region} [Zea mays-maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 

Seq. No. 298891 

Seq. ID LIB3151-050-P1-K1-F10 

Method BLASTX 

NCBI GI g2832243 

BLAST score 277 

E value 1.0e-24 

Match length 105 

% identity 58 

NCBI Description (AF031569) 22-kDa alpha zein 4 [Zea mays] 

Seq. No. 298892 

Seq. ID LIB3151-050-P1-K1-G12 

Method BLASTN 

NCBI GI gl68673 

BLAST score 119 

E value 1.0e-60 

Match length 143 

% identity 97 

NCBI Description Maize 19 kDa zein mRNA, clone cZ19Bl, complete cds 



Seq. No 
Seq. ID 
Method 
NCBI GI 



2988 93 

LIB3151-050-P1-K1-H5 

BLASTN 

gl68652 



42001 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



107 

4.0e-53 

207 

88 

Maize amyloplast-specif ic transit protein (waxy; wx+ 
locus), complete cds 

298894 

LIB3151-050-P1-K1-H6 

BLASTX 

gl00675 

239 

2.0e-20 

59 

78 

glucose-l-phosphate adenylyltransf erase {EC 2.7,7.27) 
precursor - rice >gi_169759 (J04960) ADP-glucose 
pyrophosphorylase 51kD subunit (EC 2.7.7.27) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298895 

LIB3151-052-Q1-K1-A2 

BLASTN 

gl037129 

151 

1.0e-79 

158 
99 

( gamma- zeinA) =opaque2 modifier {5' region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 188 9 nt] 



Seq. No. 


298896 


Seq. ID 


LIB3151-052-Q1-K1-A5 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


190 


E value 


1.0e-102 


Match length 


222 


% identity 


96 


NCBI Description 


Maize endosperm glutelin- 


Seq. No. 


298897 


Seq. ID 


LIB3151-052-Q1-K1-A8 


Method 


BLASTN 


NCBI GI 


g4140643 


BLAST score 


118 


E value 


9.0e-60 


Match length 


138 


% identity 


24 


NCBI Description 


Zea mays cosmid II.2E10 




complete sequence 


Seq. No. 


298898 


Seq. ID 


LIB3151-052-Q1-K1-B6 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


91 


E value 


1.0e-43 



-2 gene, complete cds 



42002 



Match length 


98 


% identity 


10 


NCBI Description 


Ziea mays zz Kua axpna zeni yciic l-iuouci/ uum^xcuc 


Seq. No. 


s\ s\ <~v f\ 

298899 


Seq. ID 


LIBolo 1~UdZ-Q±-s\j.~d 1 


Method 


BLASTN 


NCBI GI 


gl68675 


BLAST score 


89 


E value 


2 . 0e-4z 


Match length 


TOO 


% identity 


94 


NCBI Description 


Maxze ItlUXant zem \Z£jL^?) gene/ ouiLLjjj_t:L.t; 


Seq. No. 


29o9UU 


Seq. ID 




Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


339 


E value 


7 . Oe-32 


Match length 


92 


% identity 


79 


NCBI Description 


(X59526) zem protein [AceraDuiana iueaitej-i-ciiitscij 


Seq. No. 


r\ f\ t~\ f\ r\ t 

298901 


Seq. ID 


LlBoio i-uoz-yx-Ki-Ly 


Method 


BLASTX 


NCBI GI 


g4185308 


BLAST score 


286 


E value 


2.0e-35 


Match length 


91 


% identity 


93 


NCBI Description 


(AF09044d) ^z-KDa aipna zein proiem zx t^ ecl maya. 


Seq. No. 


298902 


Seq. ID 


LIB31bl-Uoz-Ql-i\I-tjO 


Method 


BLASTN 


NCBI GI 


g3747049 


BLAST score 


58 


E value 


5 . Oe-24 


Match length 


124 


% identity 


89 


NCBI Description 


Zea mays riDOSomal protein lzo niKim, partidi out> 


Seq. No. 


298903 


Seq. ID 


LIB3151-052-Q1-K1-E8 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


96 


E value 


9.0e-47 


Match length 


124 


% identity 


97 


NCBI Description 


Maize endosperm glutelin-2 gene, complete cds 


Seq. No. 


298904 


Seq. ID 


LIB3151-052-Q1-K1-F1 


Method 


BLASTN 



42003 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22542 
109 

2.0e-54 

182 

91 

Maize gene for Mr 19000 alpha zein and 5 '-flanking region 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298905 

LIB3151-052-Q1-K1-F5 

BLASTN 

g22549 

160 

6.0e-85 

181 

63 

Maize gene for a 27kDa storage protein, 



zem 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298906 

LIB3151-052-Q1-K1-G7 

BLASTN 

g340933 

104 

8.0e-52 

139 

94 

Zea mays 10-kDa zein gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298907 

LIB3151-054-Q1-K1-A12 

BLASTN 

g22549 

61 

9.0e-26 

292 

80 

Maize gene 



for a 27kDa storage protein, zein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298908 

LIB3151-054-Q1-K1-A2 

BLASTX 

g!6073 

203 

4.0e-16 

63 

68 

(X59526) zein protein [Acetabularia mediterranea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298909 

LIB3151-054-Q1-K1-A5 

BLASTX 

g!41603 

372 

9.0e-36 

86 

91 

ZEIN-ALPHA PRECURSOR 
>gi_7 231 l_pir Z I ZM2 



(19 KD) (CLONE A20) 
19K zein precursor 



(clone A20) - maize 



42004 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 
298910 

LIB3151-054-Q1-K1-A8 

BLASTX 

gl41603 

448 

1.0e-44 

107 

92 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi 22529_emb_CAA24723_ (V01476) zein [Zea mays] 



- maize 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298911 

LIB3151-054-Q1-K1-B11 

BLASTN 

g22544 

124 

2.0e-63 

272 
87 

Maize mRNA (clone A30) 



for zein (a plant storage protein) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298912 

LIB3151-054-Q1-K1-B8 

BLASTX 

g2832243 

365 

5.0e-35 

106 
71 

(AF031569) 22-kDa alpha zein 4 



[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298913 

LIB3151-054-Q1-K1-B9 

BLASTN 

g22516 

86 

1.0e-40 

210 
85 

Maize Zc2 gene for zein 



Zc2 (28 kD glutelin-2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298914 

LIB3151-054-Q1-K1-C10 

BLASTX 

gl6073 

286 

1.0e-25 

108 

60 

(X59526) zein protein [Acetabularia mediterranea] 



Seq. No. 
Seq. ID 
Method 



298915 

LIB3151-054-Q1-K1-C2 
BLASTX 



42005 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2130089 
218 

8.0e-18 

78 
59 

2-oxoglutarate/malate translocator (clone OMT103), 
mitochondrial membrane - proso millet 

>gi_110074 3_dbj__BAA08105_ (D45075) 2-oxoglutarate/malate 
translocator [Panicum miliaceum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298916 

LIB3151-054-Q1-K1-C9 

BLASTN 

g22516 

285 

1.0e-159 

369 
95 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 
298917 

LIB3151-054-Q1-K1-D11 

BLASTX 

g4033424 

362 

1.0e-34 

84 
8 9 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) inorganic 
pyrophosphatase [Zea mays] 

298918 

LIB3151-054-Q1-K1-D9 

BLASTX 

g541546 

248 

3.0e-21 

101 

13 

ubiquitin precursor - Volvox carteri 

>gi_395295_emb_CAA52290_ (X74214) polyubiquitin [Volvox 
carteri] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298919 

LIB3151-054-Q1-K1-E11 

BLASTX 

gl41601 

385 

2.0e-37 

120 

68 

ZEIN-ALPHA PRECURSOR {19 KD) (CLONE GZ19AB11) 

>gi_82657_pir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi_22543_embj3AA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 



42006 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298920 

LIB3151-054-Q1-K1-E5 

BLASTN 

g984524 

75 

3.0e-34 

250 

86 

Zea mays high-methionine zein DZS18 (dzsl8) 
cds 



gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298921 

LIB3151-054-Q1-K1-E8 

BLASTX 

gl41603 

285 

1.0e-25 

103 

66 

ZEIN- ALPHA PRECURSOR (19 KD) (CLONE A20) 

>giJ72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



maize 



298922 

LIB3151-054-Q1-K1-E9 

BLASTX 

gl41608 

208 

3.0e-25 

104 

67 

ZEIN-ALPHA PRECURSOR {19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb_CAA37 651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 


298923 


Seq. ID 


LIB3151-054-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g22220 


BLAST score 


234 


E value 


1.0e-19 


Match length 


91 


% identity 


56 


NCBI Description 


(X55723) 22 kD zein [Zea mays] 


Seq. No. 


298924 


Seq. ID 


LIB3151-054-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g82660 


BLAST score 


304 


E value 


7.0e^28 


Match length 


80 


% identity 


78 


NCBI Description 


19K zein precursor (clone ZG31A) 


>gi_809117_emb_CAA24720_ (V01473! 


Seq. No. 


298925 



- maize (fragment) 
zein [Zea mays] 



42007 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3151-054-Q1-K1-G8 

BLASTX 

g2735840 

318 

2.0e-29 

116 

57 

(AF010283) ADP-glucose pyrophosphorylase subunit SH2 
[Sorghum bicolor] 



Seq. No, 








Seq. ID 


LI fc> o 1 o 1 - U o 4 1 






Method 


DJ_i/iO 1 A 






NCBI bl 


g^iyou o 






BLAST score 


247 






E value 


4.0e-21 






Match length 


±±Z 






% identity 


4 b 


maize >gi 


_168705 


NCBI Description 


zein protein - 




mays ] 






Seq. No. 


zys yz i 






Seq. ID 


t Ttm R1 _n^/t_r\i . 


-K1-H12 




Method 


nliAo 1 A 






NCBI GI 


g22220 






BLAST score 


280 






E value 


4 . Ue-ZD 






Match length 


70 






% identity 


80 






NCBI Description 


(ADO / Z J ; ZZ K1J 


zein [Zea mays] 


Seq. No. 


zyoyzo 






beq. ID 


t xn^i Ri _AR/l — m 


-K1-H7 




Method 


DLi/io 1 A 






NCBI GI 


g2832246 






BLAST score 


468 






E value 


d . Oe-4 / 






Match length 


ion 

lzu 






% identity 


82 






NCBI Description 


lAiUolDby) ZZ — 


kDa alpha 


zein 8 


Seq. No. 


298929 






Seq. ID 


LIB3151-054-Q1 


-K1-H8 




Method 


BLASTX 






NCBI GI 


g2832246 






BLAST score 


143 






E value 


2.0e-09 






Match length 


60 






% identity 


58 






NCBI Description 


(AF031569) 22- 


kDa alpha 


zein 8 


Seq. No. 


298930 






Seq. ID 


LIB3151-055-Q1 


-K1-C10 




Method 


BLASTN 






NCBI GI 


g22537 






BLAST score 


70 






E value 


5.0e-31 







(M72708) zein protein [Zea 



[Zea mays] 



[Zea mays] 



42008 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 
89 

Maize mRNA for zein polypeptide (clone M6) 



298931 

LIB3151-055-Q1-K1-D10 

BLASTN 

g22445 

44 

8.0e-16 

94 
85 

Zea mays ZMPMS1 gene for 



19 kDa zein protein 



298932 

LIB3151-055-Q1-K1-D9 

BLASTX 

gl41608 

265 

3.0e-23 

63 

86 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6_emb__CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 

298933 

LIB3151-056-Q1-K1-C11 

BLASTN 

gl68704 

58 

4.0e-24 

90 

91 

Zea mays zein protein gene, complete cds 
298934 

LIB3151-057-Q1-K1-A1 

BLASTX 

g2832243 

230 

4.0e-19 
106 
49 

(AF031569) 22-kDa alpha zein 4 



298935 

LIB3151-057-Q1-K1-A12 

BLASTN 

g22516 

110 

5.0e-55 

282 
85 

Maize Zc2 gene for zein 



[Zea mays] 



Zc2 (28 kD glutelin-2) 



Seq. No. 



298936 



42009 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3151-057-Q1-K1-A9 

BLASTN 

gl68484 

218 

1.0e-119 

365 
90 

Maize endosperm glutelin-2 gene, complete cds 
298937 

LIB3151-057-Q1-K1-B1 

BLASTX 

gl21472 

179 

3.0e-13 

70 
50 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289__emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi__22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


298938 


Seq. ID 


LIB3151-057-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


225 


E value 


1.0e-18 


Match length 


93 


% identity 


53 


NCBI Description 


(AF031569) 22-kDa alpha zein 


Seq. No. 


298939 


Seq. ID 


LIB3151-057-Q1-K1-C5 


Method 


BLASTN 


NCBI GI 


g218340 


BLAST score 


45 


E value 


2.0e-16 


Match length 


65 


% identity 


92 


NCBI Description 


Triticum aestivum mRNA for e. 


Seq. No. 


298940 


Seq. ID 


LIB3151-057-Q1-K1-C9 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


227 


E value 


1.0e-125 


Match length 


343 


% identity 


92 


NCBI Description 


Maize Zcl gene for Zein Zcl 


Seq. No. 


298941 


Seq. ID 


LIB3151-057-Q1-K1-D11 


Method 


BLASTX 



1 beta 1 



kD zein-2) 



42010 



NCBI GI 


gl68701 




BLAST score 


370 




E value 


2 . Oe-35 




Match length 


Q Q 




% identity 


/y 


_ tj ct nto. _y o j 


NCBI Description 


^LXLoUo J / ; zem | 


Seq. No. 


z y o y 4 z 




Seq. ID 


t tr^i m — fiR7-ni - 


I\ J. L/d. £. 


Method 






NCBI GI 


gl68691 




BLAST score 


200 




E value 


7 . Oe-16 




Match length 


oO 




% identity 


70 




NCBI Description 


(Mzyozo; zein 


Seq. No. 


z yo y4 j 




fi _ _ TVs 

Seq. ID 


LIdjXjI Uj / \l±. 


-Pfl -HQ 


Method 


TUT 7\ C""PVf 

BLAbTN 






gll84775 




BLAST score 


62 




E value 


1.0e-26 




Match length 


90 




% identity 


92 




NCBI Description 


Zea mays glyceraldehyde- 



(gpc4) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298944 

LIB3151-057-Q1-K1-E11 

BLASTX 

gl41608 

271 

7.0e-24 

114 
55 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi__100943_pir S15655 

zein, 19K - maize >gi_22446_emb_CAA37 651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298945 

LIB3151-057-Q1-K1-E3 

BLASTX 

gl542941 

148 

9.0e-10 

70 
47 

(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



298946 

LIB3151-057-Q1-K1-F2 

BLASTN 

gl037129 

258 

1.0e-143 
304 



42011 



% identity 96 
NCBI Description ( gamma -zeinA) =opaque2 modifier {5 1 region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 



Seq. No. 


298947 


Seq. ID 


LIB3151-057-Q1-K1-F5 


Metnoa 


tSliAb 1 A 


NCBI GI 


gz uuu oo 


BLAST score 


14 0 


E value 




Matcn lengtn 


yu 


s identity 


/I 0 
4Z 


iN^bi ue scrip Lion 


alnhs-rrlnhnl in nrpnir^nr - ri rp >ai 1783206 dbi BAA093C 




( D^Of^d^) kf)3 alobulin TOrvza satival 


Seq. No. 


298948 


beq. id 


T TR^1 M —0^7—01 — Kl —CI 1 
IjIdjJLjI Uj / yi lY-L VjX-L 


Method 




NCBI GI 


gibo /(Jl 


BLAST score 


"31 £ 
jID 


E value 


j . ue-zy 


Match length 


/y 


% identity 


dZ 


NCBI Description 


(M60837) zein [Zea maysj 


Seq. No. 


298949 


Seq. ID 


LlBolOl— UO /-yi— Jxl-nll 


Method 


rjT 71 ri m"KT 

BLAST N 


NCBI GI 


g22516 


BLAST score 


loo 


E value 


0 . Ue-oZ 


Match length 


279 


% identity 


0 y 


NCBI Description 


Maize Zcz gene tor zem £cz (Zo kd giuteiin-z) 


Seq. No. 


298950 - \ 


Seq. ID 


LlBolOl-UO / V21 J\l _ rilZ .^-w 


Method 


T3 T 7V C rnvr 

rsLAo 1 N 


NCBI GI 


go0oo44 


BLAST score 


4o 


E value 


6 . Oe-lo 


Match length 


162 


% identity 


O T 
Ol 


NCBI Description 


Zea mays Z4-kd aipna-zem gene iiiouryzj, coiupieT-c ous 


Seq. No. 


<~l ft O ft C 1 

298951 


beq. id 


t m^i c;i — n^R— A1 _ T<rl — pi 1 
itlDjlji UOO yl J\l a±± 


Method 


BLASTX 


NCBI GI 


g99688 


BLAST score 


317 


E value 


2.0e-29 


Match length 


72 


% identity 


88 


NCBI Description 


translation elongation factor eEF-1 alpha chain (gene 


Arabidopsis thaliana >gi_295789_emb_CAA34456_ (X16432) 




elongation factor 1-alpha [Arabidopsis thaliana] 




42012 



Seq. No. 


298952 


Seq. ID 


LIB3151-Q58-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g451193 


BLAST score 


143 


E value 


9.0e-20 


Match length 


87 


% i dent itv 


63 


NCBI Descriotion 


(L28008) wali7 [Triticum aestivum] 


>gi 1090845 prf 2019486B wali7 gene [Triticum aestivum] 


Sea No 


298953 


Seq. ID 


LIB3151-058-Q1-K1-C2 




BLASTX 


IN ^ U _L OX 


a629861 


BLAST score 


226 


E value 


1.0e-18 


Match lenath 


100 


% i dpnt itv 


51 


"KTPRT np^rriinti on 


zein Zdl, 19K - maize >gi 535020 emb CAA47639_ (X67203) 




zein Zdl (19 kDa zein) [Zea mays] 


Sea No. 


298954 


Sea. ID 


LIB3151-058-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g3643607 


BLAST score 


317 


FI 1 hp 


2.0e-29 




113 


§r i H <^>Tl"h 1 "h\7 
O XUCllLJ. L. y 


58 


LN K^s J_> _L i^/COWJ L^LXW^l 


(AC005395) unknown protein [Arabidopsis thaliana] 




298955 


Sea ID 


LIB3151-058-Q1-K1-D6 


M^1~hind 


BLASTX 


NCBI GI 


gl684855 


BLAST score 


422 


K v3 1 hp 

1—1 VUXuo 


1. Oe-41 


Mflf ph 1 print h 


85 


& *i Hpnt "itv 


21 


NCBI Description 


(U77 939) ubiquitin-like protein [Phaseolus vulgaris] 


□ CM • • 


298956 


Seq. ID 


LIB3151-058-Q1-K1-E12 


UC LilUU. 


BLASTX 


NCBI GI 


y l " l uuo 




177 


E value 


5.0e-17 


Match length 


78 


% identitv 


71 


NCBI Descriotion 

IvVU -L. X-/ -X- -X. k-/ ^ J- Wll 


ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi 100943 pir S15655 


zein, 19K - maize >gi 22446 emb CAA37651 (X53582) 19 kDa 




zein [Zea mays] 


Seq. No. 


298957 


Seq. ID 


LIB3151-058-Q1-K1-H4 


Method 


BLASTN 



42013 



NCBI GI 


gl68675 


BLAST score 


59 


P 1 T7"^l 1 IIP 


1. Oe-24 


Mo 4- /-1V1 1 anrrt* Vi 
lYlclLOil -LtrliyLXl 


7Q 


% luentiLy 






Ma-l 7p Tmitant zein (zE19) 

J. ACL -L £-» J.II U V* d li U • \ " J-> — ' / 


DfcJQJ • LNvJ • 




Seq. ID 


LIB3151-058-O1-K1-H5 


i lC L- 1 1 \J \Ji 


BLASTX 

J L * J lit 


NCBI GI 


g2832243 


BLAST score 


242 


T7^3 1 lip 

Hj v cix u.c 


1 . Oe-20 


L v ia.T_Cn XCllyLll 




^ xij.eiiL.xt_y 






(AFf)31569} 22-kDa aloha 


oeq. IN U * 


9Qqqc;q 

_7Q _7 J _7 


O " "--^ . X 


LIB3151-058-O1-K1-H9 




oxurio x /\ 


NCBI GI 


gl68691 


BLAST score 


186 


Cj v aiuc 


5 . Oe-14 


IXia LCil xclly UIl 


Q6 


% identity 


4 0 


ln^ox uescription 


\icX£.j\)£.0) ^clli {_£jc;cl itlctyoj 


beq. wo. 


z y t> you 


oeq. xjj 


T TR^I SI -OSQ-OI -PCI -aft 


LYlcT-llvJU. 


JDXoriO x a 


NCBI GI 


gX4 lolD 


BLAST score 


240 


E value 


2. Oe-20 


Maf pVi 1 or>rfhh 


71 

/ X 


^ laencixy 


69 


LNL>.Dx JJcoCriptlUIl 


7TTTTJ-RFTA PRFfTIR^OR H6 


>ai 168662 (M12147} 15 k 


o e q . jn o . 




Seq. ID 


LIB3151-059-Q1-K1-B1 


Method 


BLASTN 


NCBI GI 


gl037129 


BLAST score 


41 


E value 


6. Oe-14 


Match length 


216 



zein 4 [Zea mays] 



(ZEIN 2) (CLONE 15A3) 



% identity 

NCBI Description 



82 

(gainma-zeinA) =opaque2 modifier {5 T region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 188 9 nt] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



298962 

LIB3151-059-Q1-K1-B6 

BLASTN 

g!68704 

54 

5.0e-22 

82 

91 



42014 



NCBI Description 


Zea mays zein protein gene, complete cds 


Seq. No. 


298963 


Seq. ID 


LIB3151-059-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


192 


E value 


9.0e-15 


Match lpnnth 


105 


% i dpnt it v 

O -X. 11 J- *— jr 


47 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Sea No 


298964 


Seq. ID 


LIB3151-059-Q1-K1-C2 


Method 


BLASTN 


NCBI GI 


gl68425 


BLAST score 


37 


E value 


1.0e-ll 


Match Ipncrth 


61 


& "i Hpnt 1 t v 


90 


NCBI Descriotion 


Zea mays brittle-1 protein (btl) mRNA, complete 


O C vJ • W . 


298965 


Seq. ID 


LIB3151-059-Q1-K1-C5 


1*1 c L-xlvjU 




NCBI GI 


gl68425 


BLAST score 


60 


F. 1 no 

X-l VGl.l.LX^ 


1. 0e-25 


Mat ph 1 pnrrth 


87 


& i H pn t i t v 


93 


NCBI Description 


Zea mays brittle-1 protein (btl) mRNA, complete 


Vj ^ • LH <wF . 


298966 


Seq. ID 


LIB3151-059-Q1-K1-C9 


Mpt hod 


BLASTN 


NCBI GI 


gl037129 


BLAST score 


287 


E value 


1.0e-160 


Match Ipncrth 


362 


idpntitv 


95 


NPRT Dp^criDt ion 

X> " \s X-/ -L i— / us \^ X. ^ k-/ -X, \/ X X 


( gamma- zeinA) =opaque2 modifier {5 1 region} [Zea 




Tuxpeno CMS 450, mRNA Partial, 1889 nt] 




298967 


Seq. ID 


LIB3151-059-Q1-K1-D3 


Mpt hod 


BLASTX 




a4539370 


BLAST score 


151 


E value 


3.0e-10 


Match 1 pncrth 


58 


% "1 fipn t i t V 


60 


NPRT np<?pri "nt "i nri 


(AL049525) UDP-galactose 4-epimerase-like prote: 




[Arabidopsis thaliana] 


Seq. No. 


298968 


Seq, ID 


LIB3151-059-Q1-K1-D4 


Method 


BLASTN 



[Zea mays=maize, 



42015 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. "ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22514 
140 

4.0e-73 

195 

93 

Maize Zcl gene for Zein Zcl (14 kD zein-2) 
298969 

LIB3151-059-Q1-K1-D8 

BLASTX 

gl41610 

198 

2.0e-15 

98 
48 

ZEIN-ALPHA PRECURSOR (CLONE Z4) 
298970 

LIB3151-059-Q1-K1-E4 

BLASTN 

g2832242 

168 

1.0e-89 

204 
10 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
298 971 

LIB3151-059-Q1-K1-F3 

BLASTX 

g2832246 

229 

5.0e-19 

107 

50 

(AF031569) 22-kDa alpha zein 8 [Zea mays] 
298972 

LIB3151-059-Q1-K1-F5 

BLASTN 

g2341060 

33 

4.0e-09 

61 

89 

Zea mays translational initiation factor eIF-4A (tif-4A3) 
mRNA, complete cds 

298973 

LIB3151-059-Q1-K1-G9 

BLASTX 

g2996096 

140 

4.0e-09 

31 

87 

(AF030517) translation elongation factor-1 alpha; EF-1 



42016 



alpha [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298974 

LIB3151-059-Q1-K1-H1 

BLASTX 

gl00925 

156 

1.0e-10 

96 
22 

zein, 27K - maize (fragment) >gi_22550_emb_CAA41175_ 
(X58197) 27kDa storage protein, zein [Zea mays] 



Seq. No. 


z y o y / o 


Seq. ID 


LIB3151-059-Q1-K1-H2 


Method 


BLASTX 


NCBI bl 


giou /o 


BLAST score 


1 CO 

loo 


E value 


o . ue-iu 


Match lengtn 


JJ 


% identity 


CO 

oz 


NCBI Description 


(Xo9dzo) zem protern j 


beq. jno . 


z y o y / o 


Seq. ID 




Method 


QT 7\ nrpv 

bliAblA 


NCBI GI 


gl41616 


BLAST score 


141 


E value 


o . ue-uy 


Match length 




% identity 


49 


NCBI Description 






>gi looboz (M1ZI4/) 10 


beq. no. 


zy 0 y / / 


beq. ID 


t Ttm c;i _n£i — m — i<n — ni n 

LIdjIDJ. UO 1 yi JM iJlu 


Method 


BLASTX 


NCBI GI 


gl41603 


D-LAbi score 


ALA 


E value 


5.0e-43 


Match length 


120 


% identity 


79 


NCBI Description 


ZEIN-ALPHA PRECURSOR {: 




>gi 72311 pir ZIZM2 1: 




>gi_2 252 9_emb_CAA2 4 7 2 3_ 


Seq. No. 


298978 


Seq. ID 


LIB3151-061-Q1-K1-B5 


Method 


BLASTN 


NCBI GI 


g22485 


BLAST score 


82 


E value 


1.0e-38 


Match length 


146 


% identity 


90 


NCBI Description 


Maize mRNA for sucrose 


Seq. No. 


298979 



i KD) (ZEIN 2) (CLONE 15A3) 
kDa zein protein [Zea mays] 



19 KD) (CLONE A20) 
9K zein precursor 



(clone A20) - maize 



(EC 2.4.1.13) 



42017 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3151-061-Q1-K1-C8 

BLASTX 

gl41605 

504 

4.0e-51 

127 

82 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea. mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298980 

LIB3151-061-Q1-K1-D4 

BLASTX 

gl41616 

142 

4.0e-09 

28 

89 

ZEIN-BETA PRECURSOR 
>gi 168662 (M12147) 



(16 KD) (ZEIN 2) (CLONE 15A3) 
15 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



298981 

LIB3151-061-Q1-K1-D5 

BLASTX 

g2501354 

206 

3.0e-16 

44 

84 

TRANSKETOLASE 7 (TK) >gi_1084441_pir S54301 transketolase 

(EC 2.2.1.1) 7 - Craterostigma plantagineum 
>gi_664903_emb_CAA86609_ (Z4 6648) transketolase 
[Craterostigma plantagineum] 



Seq. No. 


298982 




Seq. ID 


LIB3151-061-Q1 


-K1-D9 


Method 


BLASTX 




NCBI GI 


gl68693 




BLAST score 


220 




E value 


7.0e-25 




Match length 


104 




% identity 


70 




NCBI Description 


(M29627) zein 


[Zea mays] 


Seq. No. 


298983 




Seq. ID 


LIB3151-061-Q1 


-K1-E8 


Method 


BLASTX 




NCBI GI 


g3021357 




BLAST score 


152 




E value 


6.0e-10 




Match length 


39 




% identity 


74 




NCBI Description 


(AJ005082) UDP 


-galactose 




tetragonoloba] 




Seq. No. 


298984 





4-epimerase [Cyamopsis 



42018 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3151-061-Q1-K1-E9 

BLASTX 

g541816 

196 

5.0e-23 

56 

90 

protein kinase - common ice plant >gi_45768 9__emb__CAA82990_ 
(Z30329) protein kinase [Mesembryanthemum crystallinum] 



oeq . no . 


^ y o y o D 


Qearr TTl 


LiiJjIjI UD1 yiM r 1U 


Mf^1~ In nH 


DUnO X /V 




yz,z,oz. joy 


BLAST score 


332 


E value 


5.0e-31 


IXlaT-CIl Icily Lil 


1 99 


-6 laenuity 


£9 


NCBI Description 


(U/oZoy) elongation ractor l 


beq. No. 


i yd yob 


Seq. ID 


LIBilol-Uol-Ql-Kl-GlO 


Method 


oliAb 1JN 


VJpTJT r*j 

JNL-dI \3± 


^■1 £Q O 

gioo ooz 


BLAST score 


83 


E value 


5.0e-39 


Match length 


IZo 


-6 identity 


yz 


NCBI Description 


Maize amyloplast-specif ic tr 




locus) r complete cds 


Seq. No. 


O C\ O O T 

298987 


beq. ID 


LIBJlol-Uol-Ql-Kl-HiU 


Method 






rr9 R ^994 ^ 


BLAST score 


220 


E value 


5.0e-18 


Match length 


66 


% identity 


76 


NCBI Description 


(AF031569) 22-kDa alpha zein 


Seq. No. 


298988 


Seq. ID 


LIB3151-061-Q1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl41603 


BLAST score 


190 


E value 


1.0e-14 


Match length 


72 


% identity 


61 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) 



(waxy; wx+ 



4 [Zea mays] 



(CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) - maize 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



298989 

LIB3151-062-Q1-K1-A2 

BLASTN 

gl68704 



42019 



BLAST score 


63 


E value 


4.0e-27 


Ma+-pVi 1 pfirrth 

Liu L>V^11 X^ilU Ull 


115 




89 


NPRT np^rTiDf ion 

.Li V- / 1—/ -L w tJ J- -L, K-/ L*. -U V-/ J- i- 


Zea mays zein protein gene 




298990 


Seq. ID 


LIB3151-062-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g82660 


BLAST score 


221 


E value 


4.0e-18 


Matph lencrth 

iAU lw>\^XX _^v*l±^ Oil 


61 




74 


NPRT np^OTi nt" i on 

J-N \_/ LJ J. L/^O^J LU L±ull 


1 9K 7P1 n nrpcur^or f rlone 

_L — ' IV L^Xll k/^ ^OUX Ox/1, ^ 0<L VJll^ 




>gi 809117 emb CAA24720 C 


Spct No 


298991 


Seq. ID 


LIB3151-062-O1-K1-C9 


Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


56 


i—i v a x no 


7 . Oe-23 


M^"i~r™ , l™i 1 on n")~ Vi 


107 




O _7 


LH U J~ i—/ v^ OUJ 1- L-LUil 


£jv^a mayo ^ w xii j_ <k>> ^ -lii 


OvTv^ . INvJ . 


_? O J3 Z7 


Seq. ID 


LTB3151-062-O1-K1-E10 


Method 


BLASTN 


NCBI GI 


gl68665 


BLAST score 


198 


W \tz* 1 no 

J—i V CLX U.G 


1 Oe-107 


LlClLv^li XCLiy Ull 






9? 


NPRT Dp^rfi ot i on 


Mai 7p 16— kDa zpin— 2 mRNA. • 


Sea No 


298993 


Seq. ID 


LIB3151-062-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl449179 


BLAST score 


214 


E value 


3.0e-17 


1 1G L. v^l I XCiiU L-1X 


94 


% "l Hpnt" 1 fv 
o x^iclk L l y 


51 


NPRT npanyi n r\T> 


(nfifi^Dfi^ N-pthvlmAl ptttii Hp 
^uoujuu) ln c; t-ii y xillcl x cxui±lic 




rKFn r*0"}~"i ana ■f~aV^ar , iTm1 

[_ L\±OU L.XCLJ.J.G. 1- uJJuU LJU.IL J 


uc^« LN vJ • 


OQQQQ4 

^ O J7 _/ *± 


Seq. ID 


LIB3151-062-O1-K1-G8 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


279 


E value 


7.0e-25 


Match length 


112 


% identity 


54 


NCBI Description 


ZEIN-BETA PRECURSOR ( ZEIN 



- maize (fragment) 
zein [Zea mays] 



complete cds 



complete cds 



2) (16 KD) (ZEIN ZC1) 



42020 



>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945__pir B29017 zein 2 - maize 

>gi_22515_eitib__CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Con Ma 


Z, _? O _7 _7 


Oq/t T n 

oeq. lu 


T.TR^I ^9-001 -Ol -K1 -A^ 

LilD Jl JiL UU1 J. I\ J- ,ri,_> 


TVyT ~t~~ l^i /~\ /"*J 


CLiriD 1 LN 


'\Tr , T5 T P T 
iNUJjl ul 




DT ACT 1 ^ /-> -y ^ 


1 DO 


17" TT -S 1 lift 

Hj value 


1 • Uc o z? 


rid Lull Icll^ L.U 


Z. VJ 1 


9- ■! rlnTi+" n 4-tr 

~6 iueni_ity 




NCBI Description 


Maize endosperm glutelin-2 gene, complete 


o e CJ . IN U . 


i JO j 


beg. lu 


LilDJlJi UU1 yi J\l 


Method. 




JNLdi bJ. 


y ft 1 u 


nLiAbi score 




E value 




jyiaucn lengtn 


77 


^ laenrixy 


7P 


NCBI Description 


(AE045473) histone deacetylase [Zea mays] 


Seq. No. 


298997 


beq. lu 


t Tia^i RO_nni _m _n 


Metnoa 


b-LAb IX 


NCBI bl 


gi4 loio 


JbiiAbi score 


Z4 o 


E value 


z . Ue - zl 


Ma ten lengtn 




% identity 




f^o c; o v "i r"v+" "i f~\T\ 
L/C OVrfi- -L^J L -L<wJIl 


7JTTW-AT.PHA PRFPFTR^OR (?? KT)) f CLONE P7,9? 3 




>gi_22536_emb_CAA24727_ (V01480) zein prot 


Seq. No. 


298998 


Seq. ID 


LIB3152-001-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl41602 


BLAST score 


343 


E value 


3.0e-32 


Match length 


120 


% identity 


62 



3 [Zea mays] 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ZEIN-ALPHA PRECURSOR (19 KD) (CLONE M6) 

>gi_82658_pir A22831 19K zein precursor (clone M6) - maize 

>gi_22538_emb_CAA26294_ (X02450) zein precursor [Zea mays] 

298999 

LIB3152-001-Q1-K1-C2 

BLASTX 

g2832243 

285 

2.0e-25 

129 

53 

(AF031569) 22-kDa alpha 



zein 4 [Zea mays] 



42021 



Seq. No. 


299000 


Seq. ID 


LIB3152-001-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


330 


R Tra 1 lie* 


4 . Oe-31 


Ma*t~ph 1 pnerth 


88 


% 4 Hprit "i 1" v 


81 


LJ J\. JL/ ^ O J. J_ JL ^ 1 X 


7Di n A2fl mavsl 

£-t \^ -1— J. -1 \J 1 £*J ^ J, tit**- y v J 


Seer . No . 


299001 


Seq. ID 


LIB3152-001-Q1-K1-C4 


1 1C L, HULL 


RLASTN 


NCBI GI 


gl68681 


BLAST score 


147 




4 . 0e-77 


Malrh 1 print}"* 
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§: "i Hpn1~ i t" \r 

O X H.C A i. LI l y 
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MPRT np^fTi nt "i nn 


Ms i 7P 1 Q kD^ n ttiRNA 

L J.CL -1- £-1 J- ~r Pi. i_/ a iiCXil lllXYLiXj. , 




>ai 270686 ab 103333 ! 


~ ^ • INU ■ 


299002 


Seq. ID 


LIB3152-001-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl00939 




21 R 


Hi vaxuc 


i np-?6 


IrlCL L. 1 XCl iy LI 1 


JO 


S: "i rl^nti i~\7 
o xuciiLX u y 


63 


nuDl UCOuX XpLXUll 


^CXU L/XCOUXDUX ILLd XZiC 


Spn Nn 


299003 

J' V -J 


Seq. ID 


LIB3152-001-Q1-K1-D3 


MpthoH 


RT.ASTX 


NCBI GI 


al41608 

vj ~ _l \y 


BLAST score 


155 


E value 


1.0e-10 


iia i— xciiu lii 


63 


% identity 


62 


NPRT Dp^rri nt" "i on 


7.ETN- ALPHA PRECURSOR ( 




zein, 19K - maize >gi 




lCXH [uCa xuci^y o j 


Sea No 


299004 


Sea ID 


LIB3152-001-O1-K1-E1 


Method 


BLASTN 


NCBI GI 


g22441 


DXiflOl OUUXC 




"P 1 Tra 1 no 

Hi V aX LLC 


i np-3fl 




1 Q9 


% identity 


84 


NCBI Description 


Maize pML2 gene for ze. 


Seq. No. 


299005 


Seq. ID 


LIB3152-001-Q1-K1-E3 


Method 


BLASTN 



clone cZ19Dl, complete cds. 
^quence 8 from Patent US 



19 KD) (PMS1) >gi_100943_pir S15655 

22446 emb CAA37651 (X53582) 19 kDa 



42022 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22514 
150 

6.0e-79 

257 

91 

Maize Zcl gene for Zein Zcl (14 kD zein-2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299006 

LIB3152-001-Q1-K1-E4 

BLASTN 

g2832242 

69 

1.0e-30 

158 

10 

Zea mays 22-kDa alpha zein gene cluster, 



complete sequence 



Seq. No. 299007 

Seq. ID LIB3152-001-Q1-K1-E8 

Method BLASTX 

NCBI GI g419803 

BLAST score 229 

E value 3.0e-19 

Match length 69 

% identity 70 

NCBI Description zein protein - maize >gi_168705 (M72708) zein protein [Zea 
mays] 

Seq. No. 299008 

Seq. ID LIB3152-001-Q1-K1-F12 

Method BLASTX 

NCBI GI g2832246 

BLAST score 186 

E value 4.0e-14 

Match length 84 

% identity 4 6 

NCBI Description (AF031569) 22-kDa alpha zein 8 [Zea mays] 

Seq. No. 299009 

Seq. ID LIB3152-001-Q1-K1-H10 

Method BLASTX 

NCBI GI gl68691 

BLAST score 237 

. E value 5.0e-20 

Match length 98 

% identity 52 

NCBI Description (M29628) zein [Zea mays] 

Seq. No. 299010 

Seq. ID LIB3152-001-Q1-K1-H6 

Method J BLASTX 

NCBI GI gl41603 

BLAST score 258 

E value 1.0e-22 

Match length 75 

% identity 76 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 



42023 




>gi_72311_pir ZIZM2 19K zein precursor (clone A20) - maize 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



Seq. No. 


299011 


Seq. ID 


LIB3152-002-Q1-K1-B11 
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299012 


Seq. ID 


LIB3152-002-Q1-K1-D10 


Method 


BLASTX 
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x zein precursor ^cxoiie j6ooxi-ij nLcixz.^ ^ xxdyiiiciiL ^ 




>rH R0Q117 pmh PAA9479D (Vni47^ 7pin r7pa mav«;l 


Seq. No. 


299013 


Seq. ID 


LIB3152-002-Q1-K1-E6 


lyieunoa. 




MPRT fZT 
JNU.DX ui 


g^ ioiuo j 


dLlRoi score 




T* 1 T73 1 no 
£j v clX Lit; 




Match length 


Dj 


& T ST\ +" T T T 
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9,1 




^fi^UU^ J JJ J Dill piUlClil £ XovJX^jy [xlX alJlUUp o X o L. ila. XXCLlia j 


Seq. No. 


299014 


Seq. ID 


LIB3152-002-Q1-K1-F10 


Meunou 


XXI ZiQTY 
OXjfio i A 


IN OCX vtX 


rr9ft ^994^ 

gzo j^^^j 


dxxH.o i score 


9H1 

zux 


W "rra 1 no 

J— i V Ct _L UC 


S Op-1 6 

J • V C X u 




7H 


Q- ■? a-\ 4— A 4-ti 

iu.erjxiL~.y 


Dj 


LN v^LJ J. l_s vZ? O ^-X X LJ L. X kJil 


\nc ujijyj) jS-Wci axilla ^cxii *± l zj *cs cl iiLd_y o j 


Seq. No. 


299015 


Seq. ID 


LIB3152-002-Q1-K1-F11 


AyT^i 4— /-i 


OXiriO i LN 


vrpnT fT 
LNUdx bl 


gzo ozz4z 


BLAST score 


O £T 
DO 


E value 


6.0e-41 


Match length 


186 


% identity 


10 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete sequence 


Seq. No. 


299016 


Seq. ID 


LIB3152-002-Q1-K1-F3 


Method 


BLASTX 



42024 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g419803 
361 

2.0e-34 

116 

66 

zein protein 
mays] 



maize >gi_168705 (M72708) zein protein [Zea 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299017 

LIB3152-002-Q1-K1-G11 

BLASTN 

gl68679 

62 

1.0e-26 

134 
87 

Maize 19 kDa zein mRNA, clone cZ19C2, complete cds. 
>gi_270687__gb_I03334_ Sequence 9 from Patent US 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299018 

LIB3152-002-Q1-K1-H3 

BLASTX 

g224509 

243 

1.0e-20 

105 

54 

zein E19 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299019 

LIB3152-002-Q1-K1 
BLASTN 
g22514 
104 

1.0e-51 

164 
91 

Maize Zcl gene for 



H8 



Zein Zcl (14 kD zein-2) 



Seq. No. 


299020 


Seq. ID 


LIB3152-003-P1-K1-A9 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


174 


E value 


2.0e-12 


Match length 


67 


% identity 


55 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


299021 


Seq. ID 


LIB3152-003-P1-K1-B11 


Method 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


239 


E value 


3.0e-20 


Match length 


107 


% identity 


54 



42025 



NCBI Descriotion 


(M29628) zein [Zea mays] 


O " ^ • V . 


299022 


Sea ID 


LIB3152-003-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


183 


TP Ira 1 no 


2.0e-18 




81 


S: 1 Hoirl" 1 "H T7 


72 


L 11 i—f _L i_> \^ O ^> -U -U L. -1- 


(M60836} zein TZea mavsl 




299023 


Sea. ID 


LIB3152-003-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


a629861 


BLAST score 


281 


E value 


3.0e-25 


lid u icily til 


107 
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LNvDl J_/C O i LU 1 LUll 


7Pi -n 7.nM 1 9K — ma i 7p >ai 




zein Zdl (19 kDa zein) [Z> 




299024 


Sea ID 


LIB3152-003-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g!41603 


BLAST score 


222 


E value 


3.0e-18 


Match length 


82 


% identity 


66 



NCBI Description 



ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A2 0) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



maize 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299025 

LIB3152-003-P1-K1-E6 

BLASTN 

gl68681 

157 

4.0e-83 

300 

89 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds . 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 

299026 

LIB3152-003-P1-K1-E8 

BLASTX 

gl68699 

269 

9.0e-24 

75 

75 

(M60836) zein [Zea mays] 



Seq. No. 



299027 



42026 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3152-003-P1-K1-F12 

BLASTN 

g22537 

48 

4.0e-18 

84 

90 

Maize mRNA for zein polypeptide (clone M6) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299028 

LIB3152-003-P1-K1-F6 

BLASTX 

g224509 

168 

9.0e-12 

119 

45 

zein El 9 [Zea mays] 



Seq. No. 


299029 






Seq. ID 


LIB3152-003-P1-K1-F7 






Method 


BLASTX 






NCBI GI 


g629861 






dLiAo i score 


259 






E value 


9.0e-23 






Match length 


73 






% identity 


75 






NCBI Description 


zein Zdl, 19K - maize >gi_535020 




zein Zdl (19 kDa zein) | 


;Zea 


mays 


Seq. No. 


299030 






Seq. ID 


LIB3152-003-P1-K1-G10 






riennoa 


BLASTN 






NCBI GI 


g22516 






BLAST score 


169 






E value 


3.0e-90 






Match length 


322 






% identity 


72 






NCBI Description 


Maize Zc2 gene for zein 


Zc2 


(28 


Seq. No. 


299031 






Seq. ID 


LIB3152-003-P1-K1-G7 






Method 


BLASTN 






NCBI GI 


g22516 






BLAST score 


305 






E value 


1.0e-171 






Match length 


361 






% identity 


96 






NCBI Description 


Maize Zc2 gene for zein 


Zc2 


(28 


Seq. No. 


299032 






Seq. ID 


LIB3152-003-P1-K1-H10 






Method 


BLASTX 






NCBI GI 


gl41597 






BLAST score 


352 






E value 


1.0e-34 






Match length 


111 







kD glutelin-2) 



kD glutelin-2) 



42027 



CI • 

% identity 75 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



oeg. wo. 


zy yuoo 
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LidjIOZ UUj rl J\l nj 


Method 


oliAb 1 A 




y X *a J- V -L \J 


oLiAbi score 




E value 
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i v ia ten iengt.il 
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NCBI Description 


ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) (CLONE 15A3) 




>gi_168662 (M12147) 15 kDa zein protein [Zea mays] 
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Method 
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BLAST score 


150 


E value 
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Match length 


Zoo 


% identity 


89 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 


Seg. No. 


o f\ r\ o c 

299035 


Seg. ID 


LIB3152-005-P1-K1-A2 


Method 


BLAST X 


NCBI GI 


gzoZ/524 


BLAST score 


151 


E value 


o . ue — iu 


Match length 


0 0 


% identity 


69 


NCBI Description 


(AL021633) predicted protein [Arabidopsis thaliana] 
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z yyooo 
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LlboloZ-UUo-rl— Kl™Ao 


Method 


oliAb 1 IN 


NCBI GI 


glooo /3 


BLAST score 
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E value 
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Match length 
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NCBI Description 


Maize 19 kDa zein mRNA, clone CZ19B1, complete cds 


Seg. No. 


299037 


Seg. ID 


LIB3152-005-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g602076 


BLAST score 


452 


E value 


3.0e-45 


Match length 


98 


% identity 


21 


NCBI Description 


(X77456) pentameric polyubiguitin [Nicotiana tabacum] 



42028 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299038 

LIB3152-005-P1-K1-C10 

BLASTX 

gl41617 

249 

2.0e-21 

89 
60 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_10094 5_pir B29017 zein 2 - maize 

>gi__22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


299039 


Seq. ID 


LIB3152-005-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


147 


E value 


3.0e-15 


Match length 


91 


% identity 


59 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


299040 


Seq. ID 


LIB3152-005-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


gl41€17 


BLAST score 


512 


E value 


3.0e-52 


Match length 


128 


% identity 


74 


NCBI Description 


ZEIN-BETA PRECURSOR ( ZEIN 



>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi__22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi 168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299041 

LIB3152-005-P1-K1-D4 

BLASTX 

g!41606 

188 

3.0e-14 

95 
49 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19D1) 

>gi_72309_pir ZIZMD1 19K zein precursor (clone cZ19Dl) 

maize >gi_168682 (M12144) 19 kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



299042 

LIB3152-005-P1-K1-D8 

BLASTX 

gl41617 

320 

9.0e-30 

82 



42029 



% identity 

NCBI Description 



72 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Con Mrs 
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NCBI Description 


(L34340) zein [Zea mays] 
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beq. xu 


T TP^I £,9 — 00R — PI — Pf 1 -FQ 








rrl 9^07 

g / z ju / 


Dij/ioi score 
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NCBI Description 


22K zein precursor (clone pZ22 




/ TD 1 9 4 ^ \ 9£ QQ Trr? 701 n nrnfoin 
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beg. id 


LlDjlDZ U U J rl J\i C O 


Method 


D-L/ib J.JN 




gi DO DOl 


Diirio i score 




£j V d-L U." 






206 


% identity 


94 


NCBI Description 


Maize 15 kDa zein mRNA, clone 


Seq. No. 


299046 


Seq. ID 


LIB3152-005-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


246 


E value 


5.0e-21 


Match length 


109 


% identity 


50 


NCBI Description 


ZEIN-BETA PRECURSOR {ZEIN 2) ( 



168686 



complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



5 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

299047 

LIB3152-005-P1-K1-F7 

BLASTX 

g224514 

228 



42030 



E value 


41 

m 

2. 


1 

w 

Oe-19 


Match length 


53 




% identity 


87 




NCBI Description - 


zein M8 [Zea mays] 


Seq. No. 


299048 


Seq. ID 


LIB3152-005-P1-K1-G2 


Method 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


154 


E value 


2. 


Oe-12 


Match length 


86 




% identity 


50 




NCBI Description 


ZEIN- ALPHA PRECURSOR 



(19 KD) (PMS1) >gi_100943j?ir S15655 

zein, 19K - maize >gi_22446_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 


299049 


Seq. ID 


LIB3152-006-P1-K1-B9 


Method 


BLASTN 


NCBI GI 


g!68675 


BLAST score 


219 


E value 


1.0e-120 


Match length 


339 


% identity 


92 


NCBI Description 


Maize mutant zein (zE19) gene, complete cds 


Seq. No. 


299050 


Seq. ID 


LIB3152-006-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl35060 


BLAST score 


232 


E value 


2. Oe-19 


Match length 


57 


% identity 


84 


NCBI Description 


SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANSFERASE 



( SHRUNKEN- 1) >gi_66570_pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_22486_emb_CAA2 6247_ (X02400) sucrose 
synthase [Zea mays] >gi_22488_emb_CAA26229_ (X02382) 
sucrose synthase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299051 

LIB3152-006-P1-K1-E8 

BLASTX 

g508545 

184 

5.0e-20 

71 

80 

(L34340) zein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



299052 

LIB3152-006-P1-K1-F12 

BLASTX 

g2832246 

207 

2.0e-16 
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NCBI GI 


g4185305 


BLAST score 


195 


E value 


1.0e-105 


Match length 


315 


% identity 
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NCBI Description 


Zea mays cosmid IV.1E1 



kD zein-2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ~ 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

299055 

LIB3152-006-P1-K1-H11 

BLASTX 

g2832243 

234 

8.0e-20 

58 

86 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 
299056 

LIB3152-006-P1-K1-H12 

BLASTX 

g322870 

144 

7.0e-21 

57 

93 

glucose-l-phosphate adenylyltransf erase {EC 2.7.7.27) - 
maize (fragment) 

299057 

LIB3152-006-P1-K1-H5 

BLASTN 

g22514 

80 

3.0e-37 

204 

85 

Maize Zcl gene for Zein Zcl (14 kD zein-2) 



42032 



*J C VJ • LN \J • 


299058 


Qpd ID 


LIB3152-006-P1-K1-H7 


Method 


BLASTN 


NCBI GI 


g22516 


oxirio l o oui o 


67 


F T7"a 1 no 
Hj v a X UC 


2 . Oe-29 


Mafph 1 pnrri"h 
rid tuii _l eiiy uii 


115 


& -j Hont" "i j~ v 
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Msi 7e± 7,p9 rrpnp "Pot 7Piri 

Lid -L lj L/i. \J CliC XL/X tiClu 


OCU • IN \J • 


299059 


OCVjt X U 


LIR3152-007-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g22549 






TP tt a 1 no 




J.1CI L. Oil -LCliy L.11 


396 


O X kjlv^J. 1 L- -L _y 


71 


MP'R T ne^pyi r"i+" -i r\n 

1/4 ^LJX UCOLJ LJw> 1 LWli 
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Qpry far, 


299060 

£-i ^/ \J \J \J 


oeq. 


T.TR^I ^?-n07-P1 — K1 -R1 n 


TuT <s ^ T*\ yx^J 

Mennoa 


DT ACrpY 
o-UrlD 1 A. 


NCBI GI 


gl41616 


BLAST score 


154 


E value 


i fi^-i n 

X ■ Uc 1U 


Match length 




-s xuemziny 




lnodx ucou J- xy? UlUil 


7FTN— RFTA PRFCTTR^OR M6 




■^rH 1fifi669 fMl91d7^ IS 


iw> C • IiU • 


299061 


Seq, ID 


LIB3152-007-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


195 


E value 


3.0e-15 


Match length 


61 



Zc2 (28 kD glutelin-2) 



zein 



KD) (ZEIN 2) (CLONE 15A3) 
kDa zein protein [Zea mays] 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

(X55722) 22kD zein [Zea mays] 
299062 

LIB3152-007-P1-K1-C4 

BLASTX 

g419803 

230 

3.0e-19 

83 
54 

zein protein - maize >gi_168705 
mays] 



(M72708) zein protein [Zea 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



299063 

LIB3152-007-P1-K1-C5 

BLASTN 

gl68484 



42033 



B£AST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



213 

1.0e-116 

277 
94 

Maize endosperm glutelin-2 gene, complete cds 



299064 

LIB3152-007-P1-K1-D12 

BLASTN 

g2832242 

60 

3.0e-25 

191 

15 

Zea mays 22-kDa alpha zein gene cluster, 



complete sequence 



299065 

LIB3152-007-P1-K1-D4 

BLASTX 

g22216 

266 

2.0e-23 

105 

55 

(X55722) 22kD zein [Zea mays] 
299066 

LIB3152-007-P1-K1-G1 

BLASTX 

g231654 

250 

1.0e-21 

94 

59 

BRITTLE-1 PROTEIN PRECURSOR >gi_82676__pir JQ1459 Btl 

protein precursor - maize >gi__168426 (M79333) brittle-1 
protein [Zea mays] 



Seq. No. 


299067 




Seq. ID 


LIB3152-007- 


-Pl-Kl 


Method 


BLASTN 




NCBI GI 


gl68698 




BLAST score 


132 




E value 


4.0e-68 




Match length 


174 




% identity 


94 




NCBI Description 


Z.mays zein 


mRNA, 


Seq. No. 


299068 




Seq. ID 


LIB3152-007- 


-Pl-Kl 


Method 


BLASTX 




NCBI GI 


gl00940 




BLAST score 


209 




E value 


8.0e-17 




Match length 


65 




% identity 


71 




NCBI Description 


zein zAl - maize 
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# 



Seq. No • 


299069 


Seq. ID 


LIB3152-007-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl6073 
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Sea. No. 


299070 


Seq. ID 


LIB3152-008-P1-K1-A2 


Method 


BLAST N 


NCBI GI 


gl68690 




116 
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Qprr Nn 


299071 


Seq. ID 


LIB3152-008-P1-K1-B10 


Mpthnfi 




NCBI GI 


g82660 


BLAST score 


169 


Ht Value 


c; no — 1 9 

o • ue iz 


\A a +* /^Vi "1 oT»rt"f~*K 
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9QQ079 


Seq. ID 


T.TR^I S9-Df)fi-P1 -K1 -D? 

UlDJXJ^, UUO 17 X iV-L L/O 


Method 


BLASTN 


NCBI GI 


gl68692 
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Seq. ID 


LTR31 S9-nOR-Pl -K1 -F.I n 

ilXDJl j£i VVO XT X IVX ulU 


Method 


BLASTX 


NCBI GI 


g2832243 
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E Vciltie 


6 Dfa— 1 Q 
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6fi 
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^/irujlOOi7j KUa aipna Zein 4 l&Qct. ItlciyS J 


Seq. No. 


299074 


Seq. ID 


LIB3152-008-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


245 



42035 



E value 7.0e-21 

Match length 100 

% identity 57 

NCBI Description (M60837) zein [Zea mays] 

Seq. No. 299075 

Seq. ID LIB3152-008-P1-K1-H2 

Method BLASTN 

NCBI GI g2832242 

BLAST score 228 

E value 1.0e-125 

Match length 34 3 

% identity 12 

NCBI Description Zea mays 22-kDa alpha zein gene cluster, complete sequence 




Seq. No. 299076 

Seq. ID LIB3152-008-P1-K1-H6 

Method BLASTX 

NCBI GI g4586107 

BLAST score 313 

E value 8.0e-29 

Match length 114 

% identity 16 

NCBI Description (AL049638) putative disease resistance protein [Arabidopsis 
thaliana] 

Seq. No. 299077 

Seq. ID LIB3152-009-P1-K1-A7 

Method BLASTX 

NCBI GI gl21472 

BLAST score 188 

E value 4.0e-14 

Match length 60 

% identity 63 



NCBI Description GLUTELIN 2 PRECURSOR ( ZEIN-GAMMA) (27 KD ZEIN) 

(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299078 

LIB3152-009-P1-K1-B8 

BLASTX 

g508545 

241 

2.0e-20 

109 

50 

(L34340) zein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



299079 

LIB3152-009-P1-K1-D12 

BLASTN 

gl68690 

99 

2.0e-48 



42036 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175 
90 

Maize zein mRNA, complete cds, clone ZG124 



299080 

LIB3152-009-P1-K1-D3 

BLASTX 

g419803 

351 

2.1)e-33 

98 
66 

zein protein - maize >gi_ 
mays] 



168705 (M72708) zein protein [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299081 

LIB3152-009-P1-K1-D9 

BLASTN 

g4185305 

112 

3.0e-56 

220 

89 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 


299082 


Seq. ID 


LIB3152-009-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


166 


E value 


2.0e-25 


Match length 


93 


% identity 


60 


NCBI Description 


(M60836) zein [Zea mays] 


Seq. No. 


299083 


Seq. ID 


LIB3152-009-P1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


452 


E value 


3.0e-45 


Match length 


101 


% identity 


89 


NCBI Description 


(X59526) zein protein [A 


Seq. No. 


299084 


Seq. ID 


LIB3152-009-P1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl41612 


BLAST score 


430 


E value 


1.0e-42 


Match length 


107 


% identity 


82 


NCBI Description 


ZEIN-ALPHA PRECURSOR (22 



22 KD) (CLONE 22C2) 



42037 




>gi_72306_pir ZIZMC2 22K zein precursor (clone cZ22C2) - 

maize (fragment) >gi_168688 (M12141) 22 kDa zein protein 
[Zea mays] 



Seq. No. 


299085 




C prr Tf) 


LIB3152-010- 


-P1-K1-B11 


rlc LJUvJU. 


BLASTX 






gl68693 
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E value 


3.0e-28 
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(M29627) zein [Zea mays] 


Seq. No. 


299086 




Seq. ID 


LIB3152-010- 


-P1-K1-C10 


Method 


BLASTN 




NCBI GI 


gl68698 




BLAST score 


120 




E value 


6.0e-61 




Match length 


291 




% identity 


87 




NCBI Description 


Z.mays zein 


mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299087 

LIB3152-010-P1-K1-D3 

BLASTX 

gl41612 

340 

6.0e-32 

135 

67 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE 22C2) 

>gi_72306_pir ZIZMC2 22K zein precursor (clone CZ22C2) - 

maize (fragment) >gi_168688 (M12141) 22 kDa zein protein 
{Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299088 

LIB3152-010-P1-K1-E11 

BLASTN 

gl68681 

144 

3.0e-75 

311 

88 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds, 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299089 

LIB3152-010-P1-K1-G5 

BLASTX 

gl68703 

205 

3.0e-16 

69 

64 

(M86591) 22 kDa zein protein [Zea mays] 
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299090 


Seq. ID 


LIB3152-010-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2244785 
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(JOIJAfc) 96 led 7pin nrofpin FZea rnavsl 


Qpn No 


299092 


Seq. ID 


LIB3152-012-P1-K1-C8 

XJ X, XJ ._/ -L. ^ __i <-r X- X X. IV X, \_* \J 


Method 


BLASTX 


NCBI GI 


g2832247 
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NCBI GI 


gl68681 


BLAST score 
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Seq. No . 


299094 


Seq. ID 


LIB3152-012-P1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl345587 


BLAST score 


255 


E value 


3.0e-22 


Match length 


92 



% identity 

NCBI Description 



63 

14-3-3-LIKE PROTEIN GF14-6 >gi_998430_bbs_164522 (S77133) 
GF14-6-14-3-3 protein homolog [Zea mays, XL80 f Peptide. 261 
aa] [Zea mays] 



Seq. No. 
Seq. ID 



299095 

LIB3152-012-P1-K1-D7 



42039 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl41597 

316 

3.0e-29 

72 

86 

ZEIN-ALPHA PRECURSOR {19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299096 

LIB3152-012-P1-K1-F6 

BLASTX 

g22216 

282 

3.0e-25 

79 

76 

(X55722) 22kD zein [Zea mays] 
299097 

LIB3152-012-P1-K1-F7 

BLASTN 

gl68702 

69 

1.0e-30 

161 

86 

Corn 22 kDa zein protein gene, complete cds 
299098 

LIB3152-012-P1-K1-G11 

BLASTX 

g!41605 

258 

1.0e-22 

73 

75 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

299099 

LIB3152-014-P1-K1-A1 

BLASTX 

g!6073 

184 

3.0e-27 

120 

63 

(X59526) zein protein [Acetabularia mediterranea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



299100 

LIB3152-014-P1-K1-A11 

BLASTX 

g468516 



42040 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



143 

5.0e-09 

34 

85 

(X55724) 



zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299101 

LIB3152-014-P1-K1-B12 

BLASTN 

gl68681 

61 

5.0e-26 

153 

85 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299102 

LIB3152-014-P1-K1-C11 

BLASTX 

gl68699 

171 

1.0e-18 

81 

74 

(M60836) zein [Zea mays] 



Seq. No. 


299103 


Seq. ID 


LIB3152-014-P1-K1-D2 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


293 


E value 


1.0e-26 


Match length 


68 


% identity 


88 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


299104 


Seq. ID 


LIB3152-014-P1-K1-E9 


Method 


BLASTN 


NCBI GI 


gl68665 


BLAST score 


94 


E value 


1.0e-45 


Match length 


225 


% identity 


88 


NCBI Description 


Maize 16-kDa zein-2 mRNA, complete cds 


Seq. No. 


299105 


Seq. ID 


LIB3152-014-P1-K1-G11 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


56 


E value 


8.0e-23 


Match length 


158 


% identity 


16 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete 
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NCBI Description 


Zea mays auxin - binding protein 
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RT.ASTX 


NCBI GI 


gl68699 


BLAST score 


267 


Hi value 


9 n^-9^ 


na lwi icily Lii 


ft9 


& T /"I ~f~ T 4— T T 

^ laentity 


7 1 
/ 1 


LnV^LjX L/COOJ L U LJ.UU 


\nuuo ju j /.cin [ ljcci iLLd y 0 j 


Seq. No. 


299111 


Seq. ID 


LIB3152-015-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


gl41616 



complete cds 



(abp4) gene, exons 1-5 and 



PMS1) >gi_100943_pir S15655 

b CAA37651 (X53582) 19 kDa 



42042 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



241 

3.0e-20 

98 

61 

ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) (CLONE 15A3) 
>gi_168662 (M12147) 15 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299112 

LIB3152-015-P1-K1-H8 

BLASTX 

g461498 

227 

5.0e-19 

46 

96 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC — PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC— ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi__320619_pir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_296204_emb_CAA49199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 



Seq. No. 


299113 


Seq. ID 


LIB3152-016-P1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4140644 


BLAST score 


324 


E value 


4 . Oe-30 


Match length 


90 


% identity 


76 


NCBI Description 


(AFU9U44/) ZZ-Kua. zein protein 


Seq. No. 


299114 


Seq. ID 


LIB3152-016-P1-K1-A11 


Method 


BLAST N 


NCBI GI 


g4140643 


BLAST score 


43 


E value 


4.0e-15 


Match length 


175 


% identity 


82 


NCBI Description 


Zea mays cosmid II.2E10 22-kDa 




complete sequence 


Seq. No. 


299115 


Seq. ID 


LIB3152-016-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g3694807 


BLAST score 


223 


E value 


1.0e-18 


Match length 


55 


% identity 


84 


NCBI Description 


(AF055898) alanine aminotransf* 


Seq. No. 


299116 


Seq. ID 


LIB3152-016-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


gl68685 


BLAST score 


51 



[Zea mays] 



[Zea mays] 



42043 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-20 

182 

86 

Maize 22 kd (Mw=26.99 kd) zein protein 3, mRNA 
299117 

LIB3152-016-P1-K1-E3 

BLASTX 

g4263695 

162 

4.0e-ll 

119 

30 

(AC006223) putative myosin II heavy chain [Arabidopsis 
thaliana] 



Seq. No. 


299118 




Seq. ID 


LIB3152-016 


-P1-K1-E9 


Method 


BLASTX 




NCBI GI 


g22220 




BLAST score 


252 




E value 


1.0e-21 




Match length 


110 




% identity 


51 




NCBI Description 


(X55723) 22 


kD zein [Zea 


Seq. No. 


299119 




Seq. ID 


LIB3152-016 


-P1-K1-G2 


Method 


BLASTX 




NCBI GI 


gl41600 




BLAST score 


168 




E value 


7.0e-12 




Match length 


61 




% identity 


57 




NCBI Description 


ZEIN- ALPHA 


PRECURSOR (19 



) (CLONE 19B1) 

>gi_72315_pir ZIZMB1 19K zein precursor (clone cZ19Bl) 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 



Seq. No. 


299120 


Seq. ID 


LIB3152-016-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


280 


E value 


4.0e-25 


Match length 


96 


% identity 


65 


NCBI Description 


(X55722) 22kD zein [Zea 


Seq. No. 


299121 


Seq. ID 


LIB3152-016-P1-K1-H1 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


261 


E value 


1.0e-145 


Match length 


360 


% identity 


94 


NCBI Description 


Maize Zc2 gene for zein 



Zc2 (28 kD glutelin-2) 



42044 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299122 

LIB3152-017-P1-K1-A3 

BLAST N 

g22326 

120 

6.0e-61 

160 

94 

Z.mays gene for Hageman factor inhibitor 
299123 

LIB3152-017-P1-K1-B11 

BLASTX 

gl41603 

416 

6.0e-41 

96 

92 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299124 

LIB3152-017-P1-K1-B5 

BLASTX 

gl21472 

223 

9.0e-23 

75 

76 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA375 94_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


299125 




Seq. ID 


LIB3152- 


017- 


Method 


BLASTX 




NCBI GI 


g22220 




BLAST score 


178 




E value 


2.0e-13 




Match length 


71 




% identity 


55 




NCBI Description 


(X55723) 


22 


Seq. No. 


299126 




Seq. ID 


LIB3152- 


017-: 


Method 


BLASTX 




NCBI GI 


g533086 




BLAST score 


171 




E value 


3.0e-12 




Match length 


46 




% identity 


74 




NCBI Description 


(U07605) 


pre> 



delta-9-stearoyl-acyl carrier protein 



42045 



desaturase [Thunbergia alata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299127 

LIB3152-017-P1-K1-D11 

BLASTX 

gl41603 

244 

2.0e-31 

99 

80 

ZEIN- ALPHA PRECURSOR 
>gi 72311_pir 2IZM2 



(19 KD) (CLONE A20) 

19K zein precursor (clone A20) 



- maize 



>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



299128 

LIB3152-017-P1-K1-F11 

BLASTX 

gl41614 

174 

1.0e-17 

89 

63 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZA1 OR Ml) 

>gi_82662jpir B22831 22K zein precursor (clone Ml) - maize 

>gi_22527_emb_CAA24722_ (V01475) reading frame zein [Zea 
mays] >gi_224510__prf 1107201D zein Ml [Zea mays] 



299129 

LIB3152-017-P1-K1-F3 

BLASTN 

g303854 

82 

1.0e-38 

114 

93 

Rice mRNA for ribosomal protein L7A, 
299130 

LIB3152-017-P1-K1-F5 

BLASTX 

g224508 

302 

1.0e-27 

109 

67 



complete cds 



NCBI Description zein A20 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299131 

LIB3152-017-P1-K1-F7 

BLASTX 

g!68699 

256 

3.0e-27 

105 

70 

(M60836) zein [Zea mays] 



42046 



O S CJ . LN O • 


9QQ1 ^9 






Mat" V*i nH 


RT.A9TN 

-LJJ_l.CT.kJ J. LN 


NCBI GI 


gl68704 


BLAST score 


57 


E value 


1 fio— 9^ 

i . ue z j 


Match length 


11 y 


% identity 


no 

yz 


jncbi Description 


Zies. nicLys zem protein gene^ compicic ou.o 


heq. no. 


9 QQ1 Q'S 

z yyijj 


dorr t n 


T TR^I 7-P1 -K1 -Hi 1 




ID J_i_*_0 ± -A. 


NCBI GI 


g2832246 


BLAST score 


308 


vaiue 


j . ue z o 


Match length 


1 1 A 

11U 


% identity 


OU 


WLbi Description 


^iic UjlOOy / ZZ KUd cixpilci zLc±Il O l__ecl ludyoj 


beg. no. 


OQQ1 O A 

zy yi_54 




T.TR^I 7-P1 -K1 -FH 


L v ie LlltJU. 


DJ_i.rt.t_) X IX 




rr9R9Pni 1 
gz o^OUii 


BLAST score 


41 


E value 


6.0e-14 


Match length 


bl 


$ identity 


yz 


NCBI Description 


Zea mays starch synthase I precursor (Ssl) mRNA, i 




gsnG encoding piab uiu piuLciiif ouitL^-'xc i_tr uuo 


Seq. No. 


OQQ1 O C 

zy yioo 


beg. id 


T TT3^1 R9 — ni 7 — PI — T<f 1 — H7 
LIdjIOZ Ul / r 1 rvl n / 


Method 


dt zvcrpTa 
oltfio 1 IN 


NCBI GI 


g2832242 


BLAST score 


70 


E value 


j . ue — oi 


Match length 


14Z 


O. -1 J. — 4- J 4-,, 

-6 identity 


14 


wld! Description 


iiea mays zz jcua aipna zem gene Liubuei / ovjiupxece 


beq. No. 


0 QQ1 ^ ^ 

z yyi^o 


beq. id 


JjIdoIOZ Ul / rl J\l xiy 


LYietnoQ 


T5T ZiQTY 
dIlRo 1 A 






BLAST score 


290 


E value 


8.0e-30 


Match length 


110 


% identity 


39 


NCBI Description 


ZEIN-ALPHA PRECURSOR {22 KD) (CLONE ZA1 OR Ml) 



nuclear 



Seq. No. 
Seq. ID 
Method 



>gi_82662_pir B22831 22K zein precursor (clone Ml) 

>gi_22527_emb_CAA24722_ (V01475) reading frame zein 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 

299137 

LIB3152-018-P1-K1-A11 
BLASTX 



- maize 
[Zea 



42047 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



gl41603 
290 

4.0e-26 

116 

58 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor {clone A20) 

>gi_22529_emb_CAA24723_ (V0147 6) zein [Zea mays] 

299138 

LIB3152-018-P1-K1-E6 

BLASTN 

gl68681 

92 

3.0e-44 

124 

94 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds . 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 



maize 



Seq. No. 


299139 


Seq. ID 


LIB3152-018-P1-K1-F6 


Method 


BLASTX 


NCBI GI 


g224508 


BLAST score 


188 


E value 


1.0e-28 


Match length 


89 


% identity 


88 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


299140 


Seq. ID 


LIB3152-019-P1-K1-C8 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


236 


E value 


7.0e-20 


Match length 


44 


% identity 


95 


NCBI Description 


ZEIN-BETA PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



;IN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

299141 

LIB3152-019-P1-K1-D8 

BLASTX 

g!41605 

144 

5.0e-13 

76 

58 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 



299142 



42048 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3152-019-P1-K1-E11 

BLASTX 

gl076791 

251 

1.0e-37 

122 

70 

calcium-binding protein - maize >gi__2119370_pir S58170 

Calreticulin precursor - maize >gi_577 612_emb_CAA86728_ 
(Z46772) calcium-binding protein [Zea mays] 
>gi_927572__emb_CAA61939_ (X89813) Calreticulin precursor 

[Zea mays] >gi_1587033_prf 2205314A calreticulin [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299143 

LIB3152-019-P1-K1-F1 

BLASTN 

gl68673 

121 

1.0e-61 

136 
98 

Maize 19 kDa zein mRNA, clone CZ19B1, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299144 

LIB3152-019-P1-K1-G11 

BLASTX 

gl41600 

171 

3.0e-12 

84 

50 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMB1 19K zein precursor (clone CZ19B1) ■ 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299145 

LIB3152-019-P1-K1-H6 

BLASTN 

gl68652 

42 

2.0e-14 

86 

87 

Maize amyloplast-specif ic transit protein (waxy; wx+ 
locus), complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299146 

LIB3152-020-P1-K1-A7 

BLASTX 

g82660 

361 

2.0e-34 

128 

60 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi 809117_emb_CAA24720_ (V01473) zein [Zea mays] 



42049 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299147 

LIB3152-020-P1-K1-B12 

BLASTX 

g629861 

159 

6.0e-ll 

47 

68 

zein Zdl, 
zein Zdl 



19K - maize >gi_535020_emb_CAA47 639_ (X67203) 
19 kDa zein) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299148 

LIB3152-020-P1-K1-C2 

BLASTX 

g3122071 

326 

5.0e-42 

122 

73 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi__2130148_pir S66339 translation elongation factor eEF-1 

alpha chain - maize >gi_1321656_dbj_BAA0824 9_ (D45408) 
alpha subunit of tlanslation elongation factor 1 [Zea mays] 



Seq. No. 


299149 


Seq. ID 


LIB3152-020-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g!68695 


BLAST score 


231 


E value 


1.0e-19 


Match length 


63 


% identity 


70 


NCBI Description 


(M16218) gamma zein [Zea 




zein gamma [Zea mays] 


Seq. No. 


299150 


Seq. ID 


LIB3152-020-P1-K1-D3 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


222 


E value 


3.0e-18 


Match, length 


99 


% identity 


56 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


299151 


Seq. ID 


LIB3152-020-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g2130065 


BLAST score 


173 


E value 


2.0e-12 


Match length 


54 


% identity 


72 


NCBI Description 


alpha-globulin precursor 




(D50643) 26 kDa globulin 



1211356A 



42050 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



299152 

LIB3152-020-P1-K1-G1 

BLASTN 

g2253277 

41 

9.0e-14 

92 
86 

Oryza sativa bZIP transcriptional activator RF2a 
mRNA, complete cds 



(rf2a) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299153 

LIB3152-020-P1-K1-H11 

BLASTX 

g!41603 

304 

7.0e-28 

72 

88 

ZE IN- ALPHA PRECURSOR 
>gi_7 2 3 1 1 jp i r Z I ZM2 



(19 KD) (CLONE A20) 

19K zein precursor (clone A20) 



- maize 



>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



299154 

LIB3152-020-P1-K1-H5 

BLASTX 

gl41615 

222 

3.0e-18 

64 

73 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE PZ22.3) 
>gi_22536_emb_CAA24727_ (V01480) zein protein 3 [Zea mays] 

299155 

LIB3152-021-P1-K1-A11 

BLASTX 

gl21472 

154 

1.0e-10 

57 

58 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594__ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

299156 

LIB3152-021-P1-K1-A9 

BLASTX 

gl41597 

231 

2.0e-19 

58 

81 



42051 



NCBI Description 



O 



ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



oeq. inu • 


9Q91 ^7 




beq. ±u 


T TR?1 R9-091 -P1 — K"1 -Rl 0 




Method 


DJ_if\b i IN 






a? 9 SI 4 
y z. *j j. *± 




oijiioi score 


1 R 




E value 


i Ho— i n n 
x . ue lu u 




LYiaucxi ±ciigt-xi 












NCBI Description 


Maize Zcl gene for Zein 


Zcl (14 kD zein-2) 


Corr Kirs 


^^7271 JO 




beq. 1U 


T TR^1 R9—091 — P1 — K"1 — Rl 1 






Dljrib 1 IN 






0*99^1 d 
J X 4 




tJiiH.01 score 


IjD 




E value 


i • ue / u 




Match, length 


1 Q9 






Q3 




NCBI Description 


Maize Zcl gene for Zein 


Zcl (14 kD zein-2) 


beq. no. 


9 QQ1 R Q 




beq. ID 


T TDn RO-flTI _D1 —V\ —Cl 1 

liiDjiOZ - \JZ ± — r L— I\± — Ull 




Method 


BLAbTN 






gzZJz o 




BLAST score 


loo 




E value 


d . ue- / u 




Mat ch length 


lo/ 




^ laenrixy 






NCBI Description 


Z.mays gene for Hageman 


factor inhibitor 


beq. wo. 


299160 




beq. ID 


LIB3152-021-P1-K1-C12 




Metiioa 


BLASTN 






g463151 




BijAbi score 


180 




E value 


8.0e-97 




jxiatcn ±,engLn 


264 




t> ia.enx±L.y 


92 






Zea mays high sulfur zein gene, complete cds 


Seq. No. 


299161 




Seq. ID 


LIB3152-021-P1-K1-C2 




Method 


BLASTX 




NCBI GI 


gl41616 




BLAST score 


191 




E value 


1.0e-14 




Match length 


42 




% identity 


86 




NCBI Description 


ZEIN-BETA PRECURSOR (16 


KD) (ZEIN 2) (CLONE 



Seq. No. 



>gi__168662 (M12147) 15 kDa zein protein [Zea mays] 
299162 



42052 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3152-021-P1-K1-C5 

BLASTX 

gl41598 

297 

5.0e-27 

98 

66 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE ZG99) 

>gi_72313_pir ZIZM99 19K zein precursor (clone ZG99) ■ 

maize >gi__22519_emb_CAA24717_ (V01470) zein [Zea mays] 
>gi_22534_emb_CAA24726_ (V01479) zein [Zea mays] 



O © q . IN O * 






t tr^i ^?-n?i -pi -pci -m i 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


243 


E value 


1.0e-20 


Match length 


124 


% identity 


50 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


299164 


Seq. ID 


LIB3152-021-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g82654 


BLAST score 


170 


E value 


1.0e-12 


Match length 


55 


% identity 


64 


NCBI Description 


10K zein precursor - mai 



(X07535) 



lOkDa zein (AA 1 - 150) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299165 

LIB3152-021-P1-K1-G5 

BLASTX 

g629861 

239 

3.0e-20 

102 

53 

zein Zdl, 19K - maize >gi_535020_emb_CAA47 639_ 
zein Zdl (19 kDa zein) [Zea mays] 



(X67203) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299166 

LIB3152-021-P1-K1-H1 

BLASTX 

gll77320 

345 

1.0e-32 

98 

64 

(X89891) EFA27 for EF hand, abscisic acid, 27kD [Oryza 
sativa] 



Seq. No. 
Seq. ID 



299167 

LIB3152-021-P1-K1-H10 



42053 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g22544 
76 

1.0e-34 

277 
82 

Maize mRNA 



(clone A30) for zein (a plant storage protein) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299168 

LIB3152-021-P1-K1-H2 

BLASTX 

gll77320 

226 

1.0e-18 

93 
49 

(X89891) EFA27 for EF hand, abscisic acid, 27kD [Oryza 
sativa] 



Seq. No. 


299169 


Seq. ID 


LIB3152-021-P1-K1-H9 


Method 


BLASTN 


NCBI GI 


g248336 


DLiiio i score 


A A 


E value 


6.0e-16 


Match length 


116 


% identity 


84 


NCBI Description 


polyubiquitin [maize, Genomic, 3841 nt] 


Seq. No. 


299170 


Seq. ID 


LIB3152-022-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


gl68697 


BLAST score 


321 


E value 


9.0e-30 


Match length 


78 


% identity 


87 


NCBI Description 


(M60835) zein [Zea mays] 


Seq. No. 


299171 


Seq. ID 


LIB3152-022-P1-K1-D1 


Method 


BLASTX 


NCBI GI 


g2564066 


BLAST score 


184 


E value 


8.0e-14 


Match length 


69 


% identity 


59 


NCBI Description 


(D45900) LEDI-3 protein [Lithospermum erythrorhizon 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299172 

LIB3152-022-P1-K1-D7 

BLASTX 

g224513 

207 

5.0e-35 

107 

79 



42054 



NCBI Description zein M6 [Zea mays] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299173 

LIB3152-022-P1-K1-F4 

BLASTX 

gl41603 

251 

1.0e-21 

87 
67 

ZEIN-ALPHA PRECURSOR 
>gi_7 231 l_pi r_ Z I ZM2 



(19 KD) (CLONE A20) 
19K zein precursor 



(clone A20) - maize 



Seq. No. 
Seq. ID 



>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 
299174 

LIB3152-022-P1-K1-G7 

BLASTX 

g2244866 

165 

1.0e-13 

59 

68 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
299175 

LIB3152-023-P1-K1-A12 

BLASTN 

g2832242 

78 

3.0e-36 

162 

12 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
299176 

LIB3152-023-P1-K1-A2 

BLASTX 

g2245020 

381 

5.0e-37 

93 

76 

(Z97341) growth regulator homolog [Arabidopsis thaliana] 
299177 

LIB3152-023-P1-K1-A6 

BLASTX 

g72307 

290 

4.0e-26 

104 

61 

22K zein precursor (clone pZ22.3) - maize >gi__16868 6 
(J01246) 26.99 kd zein protein [Zea mays] 

299178 

LIB3152-023-P1-K1-C8 



42055 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g22099 
41 

4.0e-14 

69 
90 

Z.mays 27kDa zein locus DNA 
299179 

LIB3152-023-P1-K1-D4 

BLASTX 

gl21472 

219 

7.0e-18 

61 

70 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326__pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


299180 


Seq. JD 


LIB3152-023-P1-K1-E12 


Method 


BLASTN 


NCBI GI 


g22544 


BLAST score 


171 


E value 


2 . Oe-91 


Match length 


251 


% identity 


92 


NCBI Description 


Maize mRNA (clone A30) 


Seq. No. 


299181 


Seq. ID 


LIB3152-023-P1-K1-F9 


Method 


BLASTN 


NCBI GI 


g!419369 


BLAST score 


114 


E value 


2.0e-57 


Match length 


224 


% identity 


97 


NCBI Description 


Z.mays ZmABP3 mRNA for 


Seq. No. 


299182 


Seq. ID 


LIB3152-023-P1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl41614 


BLAST score 


147 


E value 


2.0e-09 


Match length 


52 


% identity 


67 


NCBI Description 


ZEIN-ALPHA PRECURSOR ( 


>gi 82662 pir B22831 




>gi 22527 emb CAA24722 




mays] >gi_224510_prf 


Seq. No. 


299183 



(clone A30) for zein (a plant storage protein) 



22 KD) (CLONE ZA1 OR Ml) 
22K zein precursor (clone Ml) - maize 

(V01475) reading frame zein [Zea 
1107201D zein Ml [Zea mays] 



42056 





LIB3 152-024 -P1-K1-A1 


Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


38 


Hi vdiuc 


O • UC X--. 


L icl L. Oil Icily Lli 


102 


"6 _LU.tSIIU.LLy 




NPRT Dp«!rrint"i on 


Zea mays zein protein gene, complete cds 


O s~t K\r\ 

oeq • LNO . 


9QQ1R4 




LIB3152-024-P1-K1-A12 


liC L11UU, 


BLASTN 


NCBI GI 


g22514 


BLAST score 


55 


Hj value 


2 . Oe-22 


Twf -a 4- V"» T Afi/ft* n 

_ v iciT.cn xeiiyL.ii 










Mai 7p 7.p1 rr^n^ for 7pi n 7.r*1 f 1 4 kD zein— 2.) 


OcCJt IN O . 


9QQ1 R ^ 


Q,_-rr TD 


LTB3152-024-P1-K1-C4 




BLASTX 


NCBI GI 


gl68701 


BLAST score 


323 


E Vcilu© 


4 


i v ia ten ieny Lu 


_?o 


S* T 1^* -|— T -1— T T 


7 ^ 


7\T O X O q e? /~* v* n t~\ 4- i /~\ t~* 

1NU.DX L?e& C-Jl ipL X(JI1 


\L"IDVJO-J / ^ ZiCJ.II [ _jCa iLLCiyo J 


oeq. ino« 


9QQ1 R ^ 
Z _7 _7 X O D 


Ofc?VJ • -L Lf 


T.TR^I S2-094-P1 -K1 -Cfi 




RT.A9TY 


MpOT pT 

iN^ISX bl 




T2T ACT nop, 

i_si_irt.o i score 




E value 


2.0e-23 


Match length 


78 


^ pldn 4- n 4-Tr 

IS XUcIiXX T_.y 




LNCJjX LJcSCripi.l\Jfl 






"■^/t-i 79^11 r^T r* 7T7M9 1 QK" 701 n nrprnrcjnr' ^ c 




>rri _ 99 c l9Q~PTrih~raa9 479 3 (V014761 7^in TZea 


OcCJ • LNO . 


9QQ1 R7 

Z. Z5 _7 X O / 


Qcirr Tn 

• If 


T.TB31 52-024-P1-K1-D7 




DXjraO X IN 


IN "wlJ X VJ_L 


a41 40643 


BLAST score 


58 


E value 


4.0e-24 


TJl 2a +■ f> Vi "1 on rv\~ Iri 
naLull Xciiy Lii 


Q4 


Q- t 4" T 4~ t * 

■6 lUcIlLlty 


Q1 

.? X 


NCBI Description 


Ziea mays cqshlxq. 11 . _.i_xu z._i al>ci axLjiici z.cxjli 




coiupxeT_.e oc^uciilc 


Seq. No. 


299188 


Seq. ID 


LIB3152-024-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


341 



- maize 



42057 



XT' tt a 1 n 


9 0^-79 

• Utr 


LYlaUCXl lolly LMl 


O 1 


^ iQ.enL.iLy 


DO 


inv^di Ucbti ipuiuii 


^riDUO j / / -6 1; _L i i (_£jtrci iLict yo j 


beq. no. 


9QQ1 QQ 




T.TR^I ^9-09 4-P1 -TCI -OQ 

J_l X Ij O J. *J \J£. t ± XT X L\±. \J -J 




RT acjTV 


NCBI GI 


g224509 


BLAST score 


186 


Hi Val Lit: 




iYiaizcn iengr.n 


y 3 


-s iuenT.ity 


£i9 
DZ 




7(3-1 n F.I Q f/.P^ TTl^V^l 


a e . IN U . 


z y y J. y u 


C orr TP) 


T TR^I S9-f)9fi-Pl -K1 -R^ 
LiDOiJ^. uiy it x i\x sd-j 




RT ftQTW 


NCBI GI 


g22514 


BLAST score 


53 


Hj VaiUS 


*± • Uc Z 1 


Match length 


1 91 


% identity 


OO 


lN^DJL UcSCiipulOIl 


Mai 7p1 rrono "F^t* n 
rldlZc iiol yciit; 1UI Zjcxxi j 


beq. no. 


9 QQ1 Q1 


Corf T H 


T TR^I ^9 — D9f> — PI — K"1 —Pi 


Method 


RT I\QTY 


NCBI GI 


g224507 


BLAST score 


207 


E value 


i • ue lo 


Match length 


CQ 


% identity 




NCBI Description 


zsin /ii |_ £ea iua.ysj 


beq. no. 


9QQ1 Q9 




IiiDJlJi UiU XT x r\x v^o 


1 its LJ.1L/Ll 




NCBI GI 


gl68484 


BLAST score 


108 


Hj vaiue 




Match length 


lb4 


% identity 


yz 


in^oi Description 


ridize enctospexin giutenn 


beg. no. 


OQQ1 Q-3 

zy yiyo 


q orf t n 
oeg. ±u 


ttoqi c;9_n9^-P1 -Pfl -ni 1 

LlDJl U^O JTl i\X 1JXX 


Luc LIlULi 


RT ZiQTY 


NCBI GI 


g508545 


BLAST score 


263 


E value 


o . Ue~ZD 


iXiClLOIl J-fciULjLIl 


111 

XXI 


% identity 


65 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


299194 


Seq. ID 


LIB3152-026-P1-K1-D2 



(14 kD zein-2) 



-2 gene, complete cds 



42058 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g629861 

368 

2.0e-35 

119 

65 

zein Zdl, 
zein Zdl 



I9K - maize >gi_535020_emb_CAA47639_ (X67203) 
19 kDa zein) [Zea mays] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299195 

LIB3152-026-P1-K1-E7 

BLASTN 

g4140643 

100 

4.0e-49 

207 

47 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



299196 

LIB3152-026-P1-K1-F5 

BLASTX 

gl41616 

186 

5.0e-16 

76 

64 

ZEIN-BETA PRECURSOR 
>gi_168662 (M12147) 



(16 KD) (ZEIN 2) (CLONE 15A3) 
15 kDa zein protein [Zea mays] 



299197 

LIB3152-027-P1-K2-A3 

BLASTX 

g!41603 

207 

2.0e-16 

70 
67 

ZEIN-ALPHA PRECURSOR 
>gi_7 231 l_pir Z I ZM2 



(19 KD) (CLONE A20) 
19K zein precursor 



(clone A20) - maize 



>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 
299198 

LIB3152-027-P1-K2-A7 

BLASTX 

gl41597 

267 

2.0e-23 

105 
57 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 



299199 



42059 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3152-027-P1-K2-B7 

BLASTN 

g22326 

43 

7.0e-15 

59 
93 

Z.mays gene for Hageman factor inhibitor 
299200 

LIB3152-027-P1-K2-C10 

BLASTX 

gl68701 

275 

1.0e-24 

72 
81 



NCBI Description (M60837) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



299201 

LIB3152-027-P1-K2-D2 

BLASTN 

gl68665 

324 

0.0e+00 

344 

99 

Maize 16-kDa zein-2 mRNA, complete cds 
299202 

LIB3152-027-P1-K2-D5 

BLASTX 

gl41605 

251 

1.0e-21 

66 

77 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

299203 

LIB3152-027-P1-K2-E7 

BLASTX 

gl41613 

291 

1.0e-26 

81 
80 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22.1 AND 22A1) 

>gi_72305_pir ZIZM21 22K zein precursor (clone pZ22.1) 

maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 

299204 

LIB3152-027-P1-K2-H7 

BLASTX 

g4416301 



42060 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 



379 

1.0e-36 

116 
70 

(AF105716) gag protein [Zea mays] 
299205 

LIB3152-028-P1-K1-A1 

BLASTX 

gl41607 

152 

5.0e-10 

104 
38 

ZEIN-ALPHA PRECURSOR {19 KD) (CLONE PZ19.1) 

>gi_22521_emb_CAA24718_ (V01471) zein [Zea mays] >gi_168 672 
(J01244) zein 19 kd protein (partial) [Zea mays] 



Seq. No. 


299206 


Seq. ID 


LIB3152-028-P1-K1-B4 


Method 


BLASTN 


NCBI GI 


g508544 


BLAST score 


63 


E value 


4.0e-27 


Match length 


182 


% identity 


90 


NCBI Description 


Zea mays 24-kD alpha 


Seq. No. 


299207 


Seq. ID 


LIB3152-028-P1-K1-D6 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


246 


E value 


5.0e-21 


Match length 


47 


% identity 


89 


NCBI Description 


ZEIN-BETA PRECURSOR 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



IN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

299208 

LIB3152-028-P1-K1-E5 

BLASTX 

g266398 

275 

1.0e-24 

82 

61 

TRYPSIN/ FACTOR XI IA INHIBITOR PRECURSOR (HAGEMAN FACTOR 

INHIBITOR) (CHFI) >gi_6884 9_pir TIZM1 trypsin/f actor Xlla 

inhibitor precursor - maize >gi_22327_emb_CAA37 998_ 
(X54064) corn Hageman factor inhibitor [Zea mays] 

299209 

LIB3152-028-P1-K1-G10 



42061 



Method BLASTX 

NCBI GI g260042 

BLAST score 332 

E value 4.0e-31 

Match length 80 

% identity 82 

NCBI Description (S48563) endosperm ADP-glucose pyrophosphorylase subunit 
homolog=Sh2 [maize, Peptide Partial, 542 aa] [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299210 

LIB3152-028-P1-K1-H5 

BLASTX 

gl00846 

263 

5.0e-23 

95 

65 

22K zein precursor (clone gZ22.8H3) 
>gi_22179_emb_CAA43399_. (X61085) 22 
mays] 



- maize 

kD alpha-zein [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299211 

LIB3152-029-P1-K1-C1 

BLASTX 

g22220 

216 

2.0e-17 

97 
54 

(X55723) 22 kD zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299212 

LIB3152-029-P1-K1-C6 

BLASTX 

g4185308 

262 

7.0e-23 

77 

70 

(AF090446) 22-kDa alpha zein protein 21 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



299213 

LIB3152-029-P1-K1-C8 

BLASTX 

g224509 

165 

5.0e-12 

58 

62 

zein El 9 [Zea mays] 
299214 

LIB3152-029-P1-K1-D1 

BLASTX 

g!00938 

187 

4.0e-14 



42062 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 
62 

zein precursor - maize >gi_22442_emb_CAA32513_ (X14335) 
zein precursor (AA -21 to 90) [Zea mays] 



299215 

LIB3152-029-P1-K1-E1 

BLASTX 

g72307 

260 

4.0e-26 

90 
79 

22K zein precursor (clone pZ22, 
(J01246) 26.99 kd zein protein 



3) - maize >gi_168686 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



299216 

LIB3152-029-P1-K1-F1 

BLASTX 

gl41608 

186 

2.0e-26 

112 

65 

ZEIN-ALPHA PRECURSOR I 
zein, 19K - maize >gi_ 
zein [Zea mays] 



19 KD) (PMS1) >gi_100943_pir S15655 

22446 emb CAA37651 (X53582) 19 kDa 



299217 

LIB3152-029-P1-K1-F11 

BLASTX 

gl41597 

236 

6.0e-20 

68 

72 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi__72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

299218 

LIB3152-029-P1-K1-F4 

BLASTX 

g2832247 

367 

3.0e-35 

95 

83 

(AF031569) 22-kDa alpha zein 10 [Zea mays] 
299219 

LIB3152-029-P1-K1-F8 

BLASTX 

g2832246 

254 

5.0e-22 



42063 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



55 
95 

(AF031569) 22-kDa alpha zein 8 [Zea mays] 



299220 

LIB3152-030-P1-K1-C6 

BLASTX 

g224507 

249 

2.0e-21 

94 

60 



NCBI Description zein Al [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299221 

LIB3152-030-P1-K1-D2 

BLASTN 

g!68673 

90 

5.0e-43 

90 

100 

Maize 19 kDa zein mRNA, clone cZ19Bl, complete cds 
299222 

LIB3152-030-P1-K1-F8 

BLASTX 

g2832247 

192 

1.0e-14 

98 

48 

(AF031569) 22-kDa alpha zein 10 [Zea mays] 
299223 

LIB3152-031-P1-K1-B2 

BLASTX 

g82696 

382 

6.0e-37 

82 

90 

glycine-rich protein - maize >gi_22293__emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

299224 

LIB3152-031-P1-K1-B3 

BLASTN 

gl68681 

86 

7.0e-41 

138 

91 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 



Seq. No. 



299225 



42064 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3152-031-P1-K1-B9 

BLASTX 

gl41605 

435 

3.0e-43 

103 
88 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299226 

LIB3152-031-P1-K1-F12 

BLASTX 

gl68695 

162 

3.0e-ll 

43 

63 

(M16218) gamma zein [Zea mays] >gi_225315_prf_ 
zein gamma [Zea mays] 



1211356A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299227 

LIB3152-031-P1-K1-F9 

BLASTX 

g322870 

532 

2.0e-61 

120 
99 

glucose-l-phosphate adenylyltransf erase {EC 2.7.7.27) 
maize (fragment) 



Seq. No. 


299228 


Seq. ID 


LIB3152-031-P1-K1-G6 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


295 


E value 


1.0e-165 


Match length 


359 


% identity 


96 


NCBI Description 


Maize endosperm glutelin- 


Seq. No. 


299229 


Seq. ID 


LIB3152-031-P1-K1-H11 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


245 


E value 


2.0e-29 


Match length 


98 


% identity 


77 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


299230 


Seq. ID 


LIB3152-031-P1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl68695 



2 gene, complete cds 



42065 




BLAST score 


213 


E value 


4.0e-17 


Ma^ph 1 citi rr"t~ h 


37 




100 


jn^jdi uescnpLiuii 


fM1 6918^ fiairaia zein rZea mavsl >ai 225315 prf 1211356A 




zein gamma [Zea mays] 


dorr Wa 
o e tj_ • IN u « 


299231 


Seq. ID 


LIB3152-031-P1-K1-H8 


M&"h n oH 

lie U11UU 


BLASTX 


NCBI GI 


g2739333 


BLAST score 


359 


I_t ValUC 


1.0e-34 


TwT -3 -|- /-i Vl 1 G±Y\ fT~\~ V\ 


79 




24 


xNV^CL L/CDui -'-ir ^ — LV^ii 


(U74318) polyubiquitin [Schizophyllum commune] 




299232 


Seq. ID 


LIB3152-032-P1-K1-B12 


Lie L. 1 1 W Vwl 


BLASTX 


NCBI GI 


gl68691 


BLAST score 


168 


Jit value 


\j • we x 


TiiT —i 4- ^ 1 qth / 1 1 


97 


5- "I *^ S~\ 4— T +- T T 

-6 iQenuiiy 






(M29698} zein fZea mavsl 


oeq* lno . 


9999^ 


Can TD 


LTB3152-032-P1-K1-C10 


l w le UllWVJ. 


i_>.LJxit_> 1 LM 


NCBI GI 


g2832242 


BLAST score 


275 


E value 


X • Ue 1JJ 


jyiar.cn lencj un 




% identity 


i n 


lNL^JDJ. iJcoLIipLlUn 


7,pa niav<; 99— kna alnha zein aene cluster* complete secruence 


oeq* jno * 


9999^4 




LIB31 52-032 -P1-K1-D3 


M^f* h nH 


BLASTN 


NCBI GI 


gl68675 


BLAST score 


164 


IT 1 TTa 1 no 
ili Val Lie 


3 0^-87 


IXlaLCIl XcIiyLll 


^S9 


% loentiry 


fl7 
o / 


LSV^Dl UCoOl ip L.1 vll 


Tvi3i7p mutant zein (zE19) CTene# complete cds 


oeq. ino • 






LIB3152-032-P1-K1-F11 


Lie uiiw^i 


BLASTN 

XJXXTXkJ X XH 




rr999 i: 13P3 


BLAST score 


80 


E value 


3.0e-37 


Match length 


128 


% identity 


92 


NCBI Description 


Zea mays mays mRNA for cytochrome P450 monooxygenase, 




partial 



42066 




O C » IN W • 


299236 




LIB3152-032-P1-K1-H9 


Method 


BLASTX 


NCBI GI 


gl00940 


DJ_triO 1 £> UvJ 1. ti 




TT* tt s 1 11a 

Jl* VdlUc 










63 




Z-C-Lil lLLd J. jC C 


uC^i IN <J • 


299237 


Or=q. ±U 


LTR31 S9-033-P1-K1-A3 


Mpthod 

L 1^ 1— . 11 V-/ 


BLASTX 


NCBI GI 


g224508 


BLAST score 


220 


E value 


7.0e-18 


Match length 


47 


% identity 


98 


NCBI Description 


zein A20 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299238 

LIB3152-033-P1-K1-C12 

BLASTX 

gl41617 

189 

8.0e-22 

52 

98 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941j?ir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299239 

LIB3152-033-P1-K1-C4 

BLASTX 

gl68699 

318 

5.0e-43 

106 

92 



NCBI Description (M60836) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299240 

LIB3152-033-P1-K1-E4 

BLASTN 

g22537 

79 

8.0e-37 

111 

61 

Maize mRNA for zein polypeptide 



(clone M6) 



Seq. No. 
Seq. ID 



299241 

LIB3152-033-P1-K1-F1 



42067 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl68704 

208 

1.0e-113 

215 

100 

Zea mays 



zein protein gene, complete cds 



299242 

LIB3152-033-P1-K1-G1 

BLASTX 

gl41617 

240 

3.0e-20 

58 

78 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941__pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


299243 


Seq. ID 


LIB3152-033-P1-K1-G10 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


132 


E value 


2. Oe-68 


Match length 


180 


% identity 


O A 

94 


NCBI Description 


Maize Zcl gene for Zein Zcl (14 kD zein-2) 


Seq. No. 


299244 


Seq. ID 


LIB3152-033-P1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2393775 


BLAST score 


435 


E value 


4.0e-43 


Match length 


115 


% identity 


73 


NCBI Description 


(U82230) prolamin box binding factor [Zea mays] 


Seq. No. 


299245 


Seq. ID 


LIB3152-033-P1-K1-H2 


Method 


BLASTN 


NCBI GI 


gl68679 


BLAST score 


87 


E value 


2.0e-41 


Match length 


118 


% identity 


95 


NCBI Description 


Maize 19 kDa zein mRNA, clone cZ19C2, complete 


>gi 270687_gb_I03334_ Sequence 9 from Patent US 


Seq. No. 


299246 


Seq. ID 


LIB3152-033-P1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4185308 



42068 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



258 

1.0e-22 

68 

79 

(AF090446) 



22-kDa alpha zein protein 21 [Zea mays] 



299247 

LIB3152-034-P1-K1-A2 

BLASTX 

g!68701 

256 

3.0e-22 

84 

69 

(M60837) zein [Zea mays] 
299248 

LIB3152-034-P1-K1-A5 

BLASTX 

g508545 

261 

2.0e-25 

135 

64 

(L34340) zein [Zea mays] 
299249 

LIB3152-034-P1-K1-A6 

BLASTX 

gl41603 

251 

1.0e-28 

92 

89 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 

>giJ72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi__22529_emb_CAA24723_ (V01476) zein [Zea mays] 



- maize 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



299250 

LIB3152-034-P1-K1-B12 

BLASTX 

gl21472 

276 

2.0e-24 

104 

54 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL- SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326__pir ZMZM19 glutelin 2 precursor (clone pMEH9) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

299251 

LIB3152-034-P1-K1-B3 

BLASTN 

g22514 



42069 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



123 

8.0e-63 

183 

92 

Maize Zcl gene for Zein Zcl (14 kD zein-2) 



Seq. No. 
Seq. ID 
Method 



299252 

LIB3152- 

BLASTX 



034-P1-K1-C6 



NCBI bl 


gi f± iouo 


DT TV CI T 1 an^ro 




E value 


9 Ho— 1 Q 


Match length 


62 


% identity 


77 


NCBI Description 


7TTTKT— Z1T PHS PRFPHR^nR f 1 Q 








zein [Zea mays] 


Seq. No. 


£ y yzoo 


Seq. ID 


T TDT1 HQ/1 —Dl — T^l —HI 


Method 


OT TVCffpY 
£5J_ifiO 1 A 


NCBI GI 


gi do /ui 


BLAST score 


303 


E value 


1.0e-27 


Match length 


/ O 


% identity 


86 


NCBI Description 


(MoUoo/) zem L^ea mays] 


Seq. No. 




Seq* ID 


LlBolDZ-Uo4 — r±-l\±— JJ11 


Method 


BliAo 1 IN 


NCBI GI 


glooobo 


BLAST score 


238 


E value 


1.0e-131 


Match length 


o c c 
zoo 


% identity 


y / 


NCBI Description 


Maize lo-JcDa zem-z itikinb., 


Seq. No. 




Seq. ID 


T TD"31 CO n^il DT —1^1 — m 


Metnoa 


DT aQTV 
DlifiO 1 A 


NCBI GI 


gzzzlb 


dlao! score 


OA 

Z *i O 


E value 


6.0e-25 


Match length 


100 


% identity 


69 


NCBI Description 


(X55722) 22kD zein [Zea 3 


Seq. No. 


299256 


Seq. ID 


LIB3152-034-P1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


226 


E value 


6.0e-19 


Match length 


70 


% identity 


71 


NCBI Description 


(AF031569) 22-kDa alpha 



(PMS1) >gi_100943_pir S15655 

imb CAA37651 (X53582) 19 kDa 



mRNA, complete cds 



4 [Zea mays] 



42070 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299257 

LIB3152-034-P1-K1-D9 

BLASTX 

gl00938 

216 

1.0e-17 

76 
64 

zein precursor - maize 
zein precursor (AA -21 



>gi_22442_emb_CAA32513_ (X14335) 
to 90) [Zea mays] 



299258 

LIB3152-034-P1-K1-E8 

BLASTX 

gll8926 

274 

2.0e-24 

102 

50 

DES SI CATION- RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_167479 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein 

[Craterostigma plantagineum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299259 

LIB3152-034-P1-K1-F4 

BLASTX 

g508545 

232 

6.0e-25 

104 

63 

(L34340) zein [Zea mays] 
299260 

LIB3152-034-P1-K1-F6 

BLASTN 

gl276923 

39 

7.0e-13 

171 

80 

Zea perennis USDA Ames 21881 ITS1, 5, 



8S ribosomal RNA, ITS2 



299261 

LIB3152-034-P1-K1-G1 

BLASTX 

g4140644 

366 

5.0e-35 

100 

77 

(AF090447) 22-kDa zein protein 12 [Zea mays] 



42071 



Seq. No. 






Seq. ID 


ItlDJlJZ 


,n^4-Pl -TCI -Gl 


Method 


ut a CITY 




NCBI GI 


g224507 




BLAST score 


198 




E value 


o . ue z u 




Match length 


no 




% identity 


OO 




NCBI Description 


Zcin riJ. 




Seq. No. 






Seq. ID 


T TR?1 R9- 


.n^A— Pi —TCI -H7 


Method 


ot 7\ OTV 
dLAo 1a 






gl41607 




BLAST score 


286 




E value 


8.0e-26 




Match length 


66 




% identity 


89 




NCBI Description 


ZEIN-ALPHA PRECURSOR 



9 KD) (CLONE PZ19.1) 
>gi_22521_emb_CAA24718_ (V01471) zein [Zea mays] 
(J01244) zein 19 kd protein (partial) [Zea mays] 



>gi_168672 



Seq. No. 


299264 


Seq. ID 


LIB3152-035-P1-K1-A8 


Method 


BLASTN 


NCBI GI 


g22544 


BLAST score 


62 


E value 


1.0e-26 


Match length 


206 


% identity 


78 


NCBI Description 


Maize mRNA (clone A30) for 


Seq. No. 


299265 


Seq. ID 


LIB3152-035-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


g72307 


BLAST score 


373 


E value 


8.0e-36 


Match length 


115 


% identity 


70 


NCBI Description 


22K zein precursor (clone ; 



2.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



299266 

LIB3152-035-P1-K1-C9 

BLASTN 

g22516 

50 

2.0e-19 

142 

82 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 
299267 

LIB3152-035-P1-K1-D12 

BLASTX 

gl351303 



42072 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211 

4.0e-17 

91 

47 

INDOLE- 3-GLYCEROL PHOSPHATE SYNTHASE PRECURSOR (IGPS) 
>gi_619732 (U18770) indole-3-glycerol phosphate synthase 
[Arabidopsis thaliana] 

299268 

LIB3152-035-P1-K1-E5 

BLASTN 

g3342031 

53 

2.0e-21 

65 
97 

Oryza sativa 18S small subunit ribosomal RNA gene, complete 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299269 

LIB3152-035-P1-K1-E7 

BLASTX 

g629861 

205 

1.0e-28 

101 
66 

zein Zdl, 19K - maize >gi_535020_emb_CAA47639_ (X67203) 
zein Zdl (19 kDa zein) [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
' % identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



299270 

LIB3152-036-P1-K1-A1 

BLASTN 

g4140643 

190 

1.0e-103 

206 

25 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

299271 

LIB3152-036-P1-K1-A12 

BLASTN 

g22326 

67 

2.0e-29 

115 

90 

Z.mays gene for Hageman factor inhibitor 
299272 

LIB3152-036-P1-K1-B4 

BLASTX 

gl68701 

434 

6.0e-43 



42073 



Match length 




% identity , 


/ o 


vr z™ 1 "D x nQcpyi "H ~i o'n 
JNoIjX UcSOIipLlUIl 


(M&OR^l) zein TZea mavsl 


Seq. No. 


9QQ97 ^ 


oeq, jLiJ 


LIB3152-036-P1-K1-E5 






NCBI GI 


g22216 


BLAST score 


177 


E value 




Match length 




% identity 






1X55122) 22kD zein TZea mays] 


Seq. No. 


9QQ974 




LIB3152-036-P1-K1-E7 


ixiex.noa 


RT.A^TX 


NCBI GI 


g22216 


BLAST score 


149 


E value 


J a VjC 1U 


Match length 


O D 


% identity 


00 




(Y55122) 22kD zein TZea mavsl 


Seq. No. 


OQQ97C 


oeq. xu 


T TR^I S9-fl3fi-Pl -K1-H9 


Method 






al41615 


BLAST score 


252 


E value 


7.0e-22 


Match length 


78 


% identity 


68 


NCBI Description 


ZEIN-ALPHA PRECURSOR (22 KD) 



>gi_2 253 6_emb_CAA2 4 7 2 7_ 



(CLONE PZ22.3) 

80) zein protein 3 



[Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299276 

LIB3152-039-P1-K1-D4 

BLASTN 

g22447 

217 

1.0e-119 

225 

99 

Zea mays ZMPMS2 gene for 19 kDa zein protein 
299277 

LIB3152-039-P1-K1-D7 

BLASTX 

gl41617 

239 

3.0e-20 

107 

50 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi 22515 emb_CAA37595_ (X53515) zein Zcl [Zea mays] 



42074 



>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



beq. JNO . 


99Q978 


Seq. ID 


LIB3152-039-P1-K1-F2 


Method 


BLASTN 


VTPDT (IT 


al68685 


DijfiOi SCOlC 


117 

J. J. / 


Jl» VdlUc 




lyiafnl^ 1 aft n 
lYlcLL-Oil _Lfc5ilyL.il 


181 


Q- -I /J /-a -i-i 4- ■! fi; 




MP T3 T r^__i c: r~< > — i nf i /^ifi 
rJUJ-)± UcbLIiptlUIl 


Maize 22 kd (Mw-26.99 kd) zein protein 3, mRNA 


o fc; q • In (J . 


299279 


Seq. ID 


LIB3152-039-P1-K1-H4 


Method 


BLASTN 


ATPPT PT 


rrl 6P484 


Djjiio i score 


1 DQ 


hj value 




L v la.t.OIl J-fcjIiy ull 


113 


% identity 


QQ 


jnudI Uescripnon 


M„n 7 fl finHnQnArm nrl lThf^l "i n — 9 cr^ne . COItlDlete cds 


beq. lno. 




Seq. ID 


LIB3152-040-P1-K1-A10 


Method 


BLASTX 




a9832247 


i_5Lrio i score 


9*3^ 
j j 


E value 




ixiaucn leny un 


1 04 


% identity 


^9 


NLb-L Description 


r* aim "31 \ 99— kria ^lnha 7pin 10 fZea mavsl 


oeq . 1NO . 


9QQ981 


Seq. ID 


T TP^I 5,9 — 0A0 — Pi — Kl — 
__ill_S010__, UftU ir_L X\l 


Method 


OXirlO lA 


NCBI GI 


gl41603 


BLAST score 


483 


Hj vaiue 


Q f)A- 4 9 


TwT -—I 4— V\ T r-\ -K-v /-r l- T-t 

jyiaucn _Lenyc.il 


118 
no 


% identity 


ft 


MPTST Pi a opt"! T on 
IN^-jJ. Ut? b Lv -L -L^J Liull 


ZF.TN-ALPHA PRECURSOR (19 KD) (CLONE A20) 


'S/t-i 79*^11 -Tii -r 7T7M9 1 QK 7Ain n TP PUT SOT ( Clone 




> rr -i ~9 9 t=i 9 Q~eiTnh PAA9 4723 (V0147 61 zein TZea mav; 


beq. NO. 


9QQ9Q9 




LIB3152-040-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g67155 


Diiiioi score 


"5 A R 


Hi V ul U.C 


8.0e-33 


Match length 


88 


% identity 


84 


NCBI Description 


pyruvate, orthophosphate dikinase (EC 2.7.9.1) ; 




maize 


Seq. No. 


299283 


Seq. ID 


LIB3152-040-P1-K1-D8 



- maize 



42075 



Method BLASTX 

NCBI GI g2832246 

BLAST score 226 

E value 8.0e-19 

Match length 58 

% identity 84 
NCBI Description (AF031569) 22-kDa alpha zein 8 [Zea mays] 

Seq. No. 299284 

Seq. ID LIB3152-040-P1-K1-E9 

Method BLASTX 

NCBI GI g3643809 

BLAST score 144 

E value 4.0e-09 

Match length 79 

% identity 42 _ 

NCBI Description (AF06234 6) zinc finger protein 216 splice variant 1 [Homo 
sapiens] >gi_3643811 (AF062347) zinc finger protein 216 
splice variant 2 [Homo sapiens] >gi_3668066 (AF062072) zinc 
finger protein 216 [Homo sapiens] 

299285 

LIB3152-040-P1-K1-F11 
BLASTX 
gl41614 

205 

3.0e-16 

78 
60 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE ZA1 OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) - maize 

>gi_22527_emb_CAA24722_ (V01475) reading frame zein [Zea 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 

Seq. No. 299286 

Seq. ID LIB3152-040-P1-K1-G2 

Method BLASTN 

NCBI GI g22445 

BLAST score 52 

E value 1.0e-20 

Match length 80 

% identity 91 

NCBI Description Zea mays ZMPMS1 gene for 19 kDa zein protein 

Seq. No. 299287 

Seq. ID LIB3152-040-P1-K1-G3 

Method BLASTX 

NCBI GI gl41602 

BLAST score 14 9 

E value 4-.0e-10 

Match length 35 

% identity 80 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE M6) 

>gi_82658_pir A22831 19K zein precursor (clone M6) - maize 

>gi__22538_emb_CAA26294_ (X02450) zein precursor [Zea mays] 

Seq. No. 299288 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42076 



Seq. ID LIB3152-041-P1-K1-A8 

Method BLASTX 

NCBI GI gl41605 

BLAST score 142 

E value 7.0e-18 

Match length 64 

% identity 71 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir 2IZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

Seq. No. 299289 

Seq. ID LIB3152-041-P1-K1-B12 

Method BLASTX 

NCBI GI g22216 

BLAST score 230 

E value 3.0e-19 

Match length 98 

% identity 53 

NCBI Description (X55722) 22kD zein [Zea mays] 

Seq. No. 299290 

Seq. ID LIB3152-041-P1-K1-B2 

Method BLASTX 

NCBI GI gl742187 

BLAST score 177 

E value 6.0e-13 

Match length 101 

% identity 41 ~ 

NCBI Description (D90771) ORF_ID: o260#14; similar to [SwissProt Accession 

Number P11666] [Escherichia coli] >gi_1742198_dbj_BAA14 933_ 
(D90772) ORF_ID:o260#14; similar to [SwissProt Accession 
Number P11666] [Escherichia coli] >gi_1787591 (AE000231) 
orf, hypothetical protein [Escherichia coli] 



Seq. No. 


299291 




Seq. ID 


LIB3152- 


■041-P1-K1-C5 


Method 


BLASTX 




NCBI GI 


g!68701 




BLAST score 


387 




E value 


2.0e-37 




Match length 


111 




% identity 


77 




NCBI Description 


(M60837) 


zein [Zea mays] 


Seq. No. 


299292 




Seq. ID 


LIB3152- 


-041-P1-K1-D2 


Method 


BLASTX 




NCBI GI 


g224507 




BLAST score 


161 




E value 


5.0e-ll 




Match length 


123 




% identity 


34 




NCBI Description 


zein Al 


[Zea mays] 


Seq. No. 


299293 




Seq. ID 


LIB3152- 


-041-P1-K1-F12 



42077 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3063449 

247 

4.0e-21 

56 
84 

(AC003981) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



F22013.ll [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299294 

LIB3152-041-P1-K1-F2 

BLASTX 

g3024552 

237 

5.0e-20 

89 
64 

RAS -RELATED PROTEIN RGP2 {GTP-BINDING REGULATORY PROTEIN 

RGP2) >gi_419797_pir S30273 GTP-binding protein rgp2 - 

rice >gi_218204_dbj_BAA02437_ (D13152) GTP binding protein 

[Oryza sativa] >gi_446772_prf 1912297A rgp2 gene [Oryza 

sativa] 

299295 

LIB3152-041-P1-K1-G6 

BLASTX 

g72307 

213 

3.0e-17 

65 
69 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J0124 6) 26.99 kd zein protein [Zea mays] 

299296 

LIB3152-041-P1-K1-H3 

BLASTX 

gl41617 

265 

3.0e-23 

48 

98 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

299297 

LIB3152-041-P1-K1-H7 

BLASTX 

gl41617 

238 

4.0e-20 

81 

59 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 
>gi_100941_pir S12140 zein Zcl - maize 



42078 




>gi 100945jpir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

Seq. No. 299298 

Seq. ID LIB3152-042-P1-K1-A1 

Method BLASTX 

NCBI GI g2832246 

BLAST score 177 

E value 7.0e-13 

Match length 93 

% identity 46 

NCBI Description (AF031569) 22-kDa alpha zein 8 [Zea mays] 
299299 

LIB3152-042-P1-K1-A10 
BLASTX 
g72307 
216 

5.0e-18 
51 
86 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 

Seq. No. 299300 

Seq. ID LIB3152-042-P1-K1-B1 

Method BLASTX 

NCBI GI gl41617 

BLAST score 222 

E value 3.0e-18 

Match length 45 

% identity 89 

NCBI Description ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

299301 

LIB3152-042-P1-K1-B12 
BLASTX 
g!703108 
418 

3.0e-41 
104 
76 

ACT IN 2/7 >gi_2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 299302 

Seq. ID LIB3152-042-P1-K1-B5 

Method BLASTN 

NCBI GI g22544 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42079 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

4.0e-34 

243 
84 

Maize mRNA (clone A30) for zein (a plant storage protein) 



299303 

LIB3152-042-P1-K1-D3 
BLASTX 
gl41597 
163 

3.0e-ll 
63 
60 

ZEIN-ALPHA PRECURSOR 

>gi_7 231 4_pir Z I ZM3 

>gi_2 254 5_emb_CAA2 4728 
[Zea mays] 



(19 KD) (CLONE A30) 

19K zein precursor (clone A30) - maize 
(V01481) reading frame zein [2] 



299304 

LIB3152-042-P1-K1-D6 

BLASTX 

g72307 

185 

6.0e-14 

51 

76 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 



Seq. No. 


299305 


Seq. ID 


LIB3152-042-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


216 


E value 


1.0e-118 


Match length 


252 


% identity 


96 


NCBI Description 


Zea mays zein protein gene, 


Seq. No. 


299306 


Seq. ID 


LIB3152-042-P1-K1-H12 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


189 


E value 


1.0e-102 


Match length 


258 


% identity 


95 


NCBI Description 


Maize Zc2 gene for zein Zc2 


Seq. No. 


299307 


Seq. ID 


LIB3152-042-P1-K1-H4 


Method 


BLASTN 


NCBI GI 


gl68700 


BLAST score 


154 


E value 


3.0e-81 


Match length 


210 



(28 kD glutelin-2) 



42080 



% identity 94 
NCBI Description Z.mays zein mRNA, complete cds 

Seq. No. 299308 

Seq. ID LIB3152-043-P1-K1-B1 

Method BLASTX 

NCBI GI g!68701 

BLAST score 238 

E value 3.0e-20 

Match length 68 

% identity 72 

NCBI Description (M60837) zein [Zea mays] 
299309 

LIB3152-043-P1-K1-C8 
BLASTN 
g22518 
62 

2.0e-26 
134 
89 

Zea mays gene encoding a zein gene (clone lambda- ZG9 9) 

Seq. No. 299310 

Seq. ID LIB3152-043-P1-K1-D12 

Method BLASTN 

NCBI GI gl68681 

BLAST score 165 

E value 6.0e-88 

Match length 237 

% identity 77 

NCBI Description Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 

>gi_270686_gb_I03333_ Sequence 8 from Patent US 

299311 

LIB3152-043-P1-K1-D3 
BLASTN 
gl68679 
100 

5.0e-49 
302 
88 

Maize 19 kDa zein mRNA, clone cZ19C2, complete cds. 
>gi_270687_gb_I03334_ Sequence 9 from Patent US 



Seq. No. 299312 

Seq. ID LIB3152-043-P1-K1-D4 

Method BLASTN 

NCBI GI gl6072 

BLAST score 163 

E value 8.0e-87 

Match length 219 

% identity 94 

NCBI Description Acetabularia mediterranea zein gene 

Seq. No. 299313 

Seq. ID LIB3152-043-P1-K1-D5 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42081 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4185305 

45 

2.0e-16 

77 
90 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 


OQQOI A 


beq. iu 




Method 




NCBI GI 


g419803 


BLAST score 


454 


E value 


o n ^ a 

z . ue _ 4o 


Match length 


1 1 o 

llo 


% identity 


O A 


NCBI Description 


zein protein - maize >g: 




mays] 


Seq. No. 


o q no i c 

z yyolo 


Seq. ID 


LIB315z-04 3-P1-K1-Cj1Z 


Method 


BLASTN 


NCBI GI 


g535019 


BLAST score 


55 


E value 


3 . Oe-zz 


Match length 


91 


% identity 


A C 

4o 


NCBI Description 


Z.mays Zdl tandem genes 


Seq. No. 




Seq. ID 


LIB31dz-U4o-F1-J\1-vjO 






NCBI GI 


g511870 


BLAST score 


206 


E value 


3.0e-16 


Match length 


36 


% identity 


100 


NCBI Description 


(M23537) zein protein [; 


Seq. No. 


299317 


Seq. ID 


LIB3152-043-P1-K1-G7 


Method 


BLASTN 


NCBI GI 


g4185305 


BLAST score 


118 


E value 


9.0e-60 


Match length 


238 


% identity 


88 


NCBI Description 


Zea mays cosmid IV.1E1 



(M72708) zein protein [Zea 



Zdl (19 kDa Zein) 



(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 
Seq. ID 



299318 

LIB3152-043-P1-K1-H6 



42082 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g22540 
54 

4.0e-22 

66 

95 

Maize mRNA for lOkDa zein 



£>eq . 1NU • 


.? j j x y 


oeq. lu 


LiDOlJ^. UfiT ITJ. J\X -rU 


Method 


13 T 7\qrpy 




y U JiLZ, a / 


dlaoi score 




E value 




Match length 


85 


% identity 


71 


NCBI Description 


(AF031569) 22-kDa alpha zein 10 [Zea mays] 


Seq. No. 


299320 


Seq. ID 


LIB3152-044-P1-K1-B5 


Method 


BLASTX 


NCBI GI 


g!21472 


BLAST score 


210 


E value 


3.0e-17 


Match length 


67 


% identity 


58 


NCBI Description 


GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN 



(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2 ) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


299321 


Seq. ID 


LIB3152-044-P1-K1-B7 


Method 


BLASTN 


NCBI GI 


g508544 


BLAST score 


90 


E value 


5.0e-43 


Match length 


94 


% identity 


99 


NCBI Description 


Zea mays 24-kD alpha-zein gene (floury2), complete 


Seq. No. 


299322 


Seq. ID 


LIB3152-044-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


g!6073 


BLAST score 


235 


E value 


6.0e-20 


Match length 


62 


% identity 


81 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 



Seq. No. 299323 

Seq. ID LIB3152-044-P1-K1-C5 

Method BLASTX 

NCBI GI g4539660 



42083 



BLAST score 


197 


E value 


J.Uc 1 ^) 


Match length 


n / 


% identity 


J D 


nldx Description 


f "h TTH £ 1 9 ft 9 ^ -nr^l \rnr , o1~fa'i n r^ATrrhnin hi PnT orl 
\r\C U O 1 Z O Z } £JtJ X y jJX U 1- tSxli [_ O^x y jhuj.il jj±uuxwj- j 


Seq. No. 


z y yoz 4 


beq. lu 




Method 


DT 7\ C T" V 


NCBI GI 




BLAST score 


148 


E value 


2.0e-09 


Match length 


70 

/ O 


% identity 


01 


NCBI Description 


Zem ijQl/ J. ilkilZtz ^yi OOOUZX fcJULU V-.rirt.'i / uiu 




icXu uUX \ X .7 JS-i^ci z. e x ii. / Ltica, mayo j 


beq. wo. 




beq. iu 


T TR^1 R9-D44-P1 -K1 -DQ 

XlXDJX Jc Uil -lT X X\.X U Zs 


Method 


BiiAbllM 


NCBI GI 


gl68673 


BLAST score 


52 


E value 


o . ue — z i 


Match length 


lob 


% identity 


Q c: 
oj 


NCBI Description 


vff 0 -! r-, Q i q b-Fia n mPTvIZi r 1 1 nrtP r7 1 QR 1 r'OTnT) 1 pfp < 

LYiaiZe 1-7 1S.JJO. ZClIl iLLI\XN,ri / OXUlic OtiX JDX/ ^"JILL^X^; i 


Seq. No. 


z yyoz b 


beq. id 


T TR^1 ^9— 044— P1 —Kl — F9 
LlDOX OZ U ft 4 Irl l\.x I-iZ 


Method 


jDli/lb 1 IN 


NCBI GI 


gloobol 


BLAST score 


104 


E value 


2.0e-51 


Match length 


zlb 


% identity 


O 1 
O / 


NCBI Description 


Maize iy KUa zem itikina, cione c^iiyui/ compieue 


/yl Z / UDOD (J JJ ly jjjj Ot^^JLltillOci o x i uni ra tciiL. 


beq. no. 


z y yjz / 


ocq« lu 


T.TR^I c 5?-044-Pl-Kl-F12 


Method 


BLASTX 


NCBI GI 


gl41617 


BLAST score 


286 


E value 


1.0e-25 


Match length 


113 



(X67203) 



cds. 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



54 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays! 

299328 

LIB3152-044-P1-K1-F5 

BLASTX 

g4140644 

342 



42084 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-32 

94 

77 

(AF090447) 22-kDa zein protein 12 [Zea mays] 
299329 

LIB3152-044-P1-K1-G11 

BLASTX 

gl41602 

202 

2.0e-23 

84 

66 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE M6) 

>gi_82658_pir A22831 19K zein precursor (clone M6) - maize 

>gi_22538_emb_CAA26294_ (X02450) zein precursor [Zea mays] 

299330 

LIB3152-044-P1-K1-G9 

BLASTX 

g2642636 

144 

1.0e-09 

42 
76 

(AF032471) ADP-glucose pyrophosphorylase small subunit 
[Citrullus lanatus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299331 

LIB3152-045-P1-K1-A12 

BLASTX 

gl41608 

192 

3.0e-15 

44 
86 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir S15655 

zein, 19K - maize >gi_2244 6__emb_CAA37 651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299332 

LIB3152-045-P1-K1-C12 

BLASTN 

g22514 

233 

1.0e-128 

289 
95 

Maize Zcl gene for Zein Zcl 



(14 kD zein-2) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



299333 

LIB3152-045-P1-K1-D10 

BLASTX 

g508545 

178 

6.0e-13 
107 



42085 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

(L34340) zein [Zea mays] 
299334 

LIB3152-045-P1-K1-H11 

BLASTN 

g22516 

62 

2.0e-26 

174 

84 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299335 

LIB3152-045-P1-K1-H2 

BLASTN 

g22524 

72 

2.0e-32 

130 

93 

Zea mays mRNA encoding 



a zein (clone ZG31A) 



299336 

LIB3152-04 6-P1-K1-A2 

BLASTN 

gl68679 

73 

5.0e-33 

97 

94 

Maize 19 kDa zein mRNA, clone cZ19C2, complete cds. 
>gi_270687_gb_I03334_ Sequence 9 from Patent US 

299337 

LIB3152-046-P1-K1-E6 

BLASTX 

g!21472 

185 

7.0e-14 

101 

39 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi 72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi__22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

299338 

LIB3152-046-P1-K1-F1 

BLASTX 

g72307 

194 

6.0e-15 

112 
43 



42086 



Vi \*r i_> JL J^/ >3 O ^— * J 1_ \*J LXUli 


??TC 7Pi n nroriiT^or (plone oZ22 


3) — maize >gi 




(J0124 6) 26.99 kd zein protein 


[Zea mays] 


JCV^i IN • 


299339 






LIB3152-046-P1-K1-H2 




Method 


BLASTX 




NCBI GI 


gl68701 




BLAST score 


289 




TT 1 lip 


1 . Oe-32 






X X u 




O ILlCllLJ. Ly 


7 S 




NORT Df^rri nti on 


(M60837) zein [Zea mays] 




JC^> IN \J • 


299340 




Sea ID 


LIB3152-047-P1-K1-A9 




Method 


BLASTN 




NCBI GI 


g22524 




BLAST score 


277 




F. Mri 1 IIP 


1 . Oe-154 




llCl UUii ICll^ Lll 


325 




X> X 1 1 L, X L. y 


98 




MPRT np^pTi r>t n nn 


7,pa maw^ mRNA pncndi ncr a 7ein i 

Z-l CL 1LLCL V w llLlvliXai ^llO vL^Xliy CX bv^il " 


[clone ZG31A) 








Q^rr TD 


LTB3152-047-P1-K1-C2 




L. i i v> ljl 


RLASTN 




NCBI GI 


g22445 




BLAST score 


141 




R T7"^ 1 11 O 
Hi V ClX LLC 


2.0e-73 




L v lCLL.UIl xciiyi-ii 


149 




^ XLlCIl LX L.y 


99 




WPRT P)^ opri -pii - "i pin 


Zea mays ZMPMS1 gene for 19 kDa zein protein 


oeq. ino . 


299342 




q^rr TO 


LIB3152-047-P1-K1-C4 




L- ilVJvi 


BLASTX 




NCBI GI 


g508545 




BLAST score 


176 




R vpj Inp 

J— 1 V C1.L LLC 


4.0e-27 




Ma f - pVj 1 0"nrr1~H 
L'iauL<ii xciiy L-ii 


106 






73 




NCBT Dp^ptti ist ion 


(L34340) zein [Zea mays] 




Caff NIo 


299343 




UC^ • XL/ 


LIB3152-047-P1-K1-D2 




Mpt hnH 


BLASTX 




NPRT PtT 


g72307 




BLAST score 


161 




E value 


3.0e-21 




rldu^ii Xtrliy Lll 


107 




Qr T /-? d r"\ "I - 1 4~ t 7 

o x uc iiL± uy 


65 




inudx uescnption 


22K zein precursor (clone pZ22, 


.3) - maize >gi 




(J01246) 26.99 kd zein protein 


[Zea mays] 


Seq. No. 


299344 




Seq. ID 


LIB3152-047-P1-K1-E7 




Method 


BLASTN 





168686 



42087 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22544 
94 

1.0e-45 

193 
93 

Maize mRNA (clone A30) for zein (a plant storage protein) 



299345 

LIB3152-047-P1-K1-F6 

BLASTN 

g22522 

237 

1.0e-130 

319 

94 

Zea mays gene encoding a 



zein (clone Z4) 



299346 

LIB3152-048-P1-K1-A11 

BLASTX 

gl41617 

394 

2.0e-38 

110 

67 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941__pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595__ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 


299347 


Seq. ID 


LIB3152-04* 


Method 


BLASTX 


NCBI GI 


g2832246 


BLAST score 


287 


E value 


1.0e-25 


Match length 


96 


% identity 


65 


NCBI Description 


(AF031569) 


Seq. No. 


299348 


Seq. ID 


LIB3152-04! 


Method 


BLASTX 


NCBI GI 


g2194132 


BLAST score 


179 


E value 


4.0e-13 


Match length 


129 


% identity 


36 


NCBI Description 


(AC002062) 


Seq. No. 


299349 


Seq. ID 


LIB3152-04 


Method 


BLASTX 


NCBI GI 


gl00846 


BLAST score 


319 


E value 


1.0e-29 



22-kDa alpha zein 8 [Zea mays] 



No definition line found [Arabidopsis thaliana] 



42088 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 
75 

22K zein precursor (clone gZ22.8H3) - maize 
>gi_22179_emb_CAA43399_ (X61085) 22 kD alpha-zein [Zea 
mays] 

299350 

LIB3152-048-P1-K1-F4 

BLASTX 

g4519539 

280 

6.0e-25 

86 
60 

(AB016256) NAD-dependent sorbitol dehydrogenase [Malus 
domestical 

299351 

LIB3152-048-P1-K1-H10 

BLASTN 

gl68704 

171 

2.0e-91 

351 

84 

Zea mays zein protein gene, complete cds 
299352 

LIB3152-048-P1-K1-H12 

BLASTX 

gl41605 

202 

4.0e-16 

80 
59 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) ■ 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

299353 

LIB3152-048-P1-K1-H4 

BLASTX 

gl68695 

262 

3.0e-23 

67 

69 

(M16218) gamma zein [Zea mays] >gi_225315_prf 1211356A 

zein gamma [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



299354 

LIB3152-048-P1-K1-H9 

BLASTX 

gl41603 

452 

4.0e-45 

95 



42089 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

ZEIN-ALPHA PRECURSOR (19 KD) {CLONE A20) 

>gi_72311_pir ZIZM2 19K zein precursor (clone A20) 

>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 

299355 

LIB3152-04 9-P1-K1-C1 

BLASTN 

g!68694 

110 

6.0e-55 

162 

92 

Maize gamma zein mRNA, partial cds 



- maize 



Seq. No. 


299356 


Seq. ID 


LIB3152-04 9-P1-K1-C2 


Method 


BLASTX 


NCBI GI 


g!41607 


BLAST score 


272 


E value 


5.0e-24 


Match length 


66 


% identity 


82 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE PZ19.1) 




>gi 22521 emb CAA24718 (V01471) zein [Zea mays. 




(J01244) zein 19 kd protein (partial) [Zea mays^ 


Seq. No. 


299357 


Seq. ID 


LIB3152-04 9-P1-K1-F6 


Method 


BLASTN 


NCBI GI 


gl68681 


BLAST score 


292 


E value 


1.0e-163 


Match length 


371 


% identity 


97 


NCBI Description 


Maize 19 kDa zein mRNA, clone CZ19D1, complete \ 


>gi 2/uooD go IuooJo Sequence o trom Fanent. ub 


Seq. No. 


299358 


Seq. ID 


LIB3152-04 9-P1-K1-F9 


Method 


BLASTN 


NCBI GI 


g22537 


BLAST score 


69 


E value 


1.0e-30 


Match length 


125 


% identity 


90 


NCBI Description 


Maize mRNA for zein polypeptide (clone M6) 


Seq. No. 


299359 


Seq. ID 


LIB3152-049-P1-K1-H6 


Method 


BLASTN 


NCBI GI 


gl68480 


BLAST score 


78 


E value 


7.0e-36 


Match length 


146 


% identity 


88 


NCBI Description 


Maize embryo globulin S allele (7S-like) mRNA, 



complete cds 



42090 



Seq. No, 299360 

Seq. ID LIB3152-049-P1-K1-H9 

Method BLASTX 

NCBI GI gl41597 

BLAST score 150 

E value 3.0e-10 

Match length 37 

% identity 81 

NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi 72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi~22545~emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

299361 

LIB3152-050-P1-K1-B3 
BLASTX 
g!41617 
317 

2.0e-29 
107 
59 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) { ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

Seq, No. 299362 

Seq. ID LIB3152-050-P1-K1-D10 

Method BLASTN 

NCBI GI g2832242 

BLAST score 196 

E value 1.0e-106 

Match length 322 

% identity 11 

NCBI Description Zea mays 22-kDa alpha zein gene cluster, complete sequence 

Seq. No. 299363 

Seq. ID LIB3152-050-P1-K1-E5 

Method BLASTN 

NCBI GI g535019 

BLAST score 73 

E value 3.0e-33 

Match length 85 

% identity 48 

NCBI Description Z.mays Zdl tandem genes for zein Zdl (19 kDa Zein) 

Seq. No. 299364 

Seq. ID LIB3152-050-P1-K1-F4 

Method BLASTN 

NCBI GI g22548 

BLAST score 194 

E value 1.0e-105 

Match length 194 

% identity 100 

NCBI Description Maize chimeric zein/beta-phaseolin gene 3' end region 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42091 



CI 



Sea No 


299365 


Seq. ID 


LIB3152-050-P1-K1-G5 


Method 


BLASTN 


NCBI GI 


g535019 


OXJfTO J. DUUl c 




i-j V QX LLC 


1 . Oe-20 


LxCl <— . .Ldiy 11 


76 


& "i Hpnt" i 1" v 


46 




Z tti^v*? 7.H1 "h^nfiPTti apnp^ f nr 

Lx • Liia y o uux l.ciii^>lssiu y ciico j_ w j_ 


Seq. No. 


299366 


Seq. ID 


LIB3152-050-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2911059 


BLAST srorp 


162 


F. v^i 1 n p 

l_t V CI -1— L-l 


3 . Oe-11 


"h f 1 n 1 on crt" n 

LJCIL.V_11 XCliy L-ll 


7S 


% identity 


45 






Spa No 


299367 


Sea ID 


LIB3152-050-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


g22514 


£jj_Lrt.O J. o uUl ci 


11D 


E value 


i.Uc JO 


iyia.T-.cn xengxri 


99P 
ZZo 


O 1UC11L1LV 


89 


T\Tf 1 'D T T^o err i t^4- t An 


rlalZc uul ycilc 1UI Nielli uLl 


Q prT M n 
uClji IN \J * 




Seq. ID 


LIB3152-051-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl68691 




974 


] no 


9 np-94 


L v lcLL.Oll XCIiyL.Il 


QO 

O Z, 


O i.LiCli L. -L L, V 




NPRT np^rri r>t" i on 


l i<£. J vJji. Q / iCJ.il |_ £JCCt iLiciyoj 


Spa No 


299369 

Zr Zr *J \J Z* 


Seq. ID 


LIB31 52-05 1-P1-K1-A5 


Mpf h r\H 

L1C L.1 lL>Li 


OlariO J. /V 


NCBI GI 


a!41606 

y j- ^ j- \j \j \J 


BLAST score 


315 


E value 


4.0e-29 


L v lCtL.Oil xciiyL.il 


119 

X X Z 


O 1UCU L.X i_y 


£9 
oz 


i\\_/.DX IJcoUJl Xp LXUI1 


iiHiXlN iiXjirilfi ItIaIIj^ UJaO^A. llj X\.LJJ 




>gi 72309 pir ZIZMD1 19K ze 




maize >gi~168682 (M12144) 19 


Seq. No. 


299370 


Seq. ID 


LIB3152-051-P1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl68701 



;19 kDa 2ein) 



(14 kD zein-2) 



(CLONE 19D1) 



42092 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303 

9.0e-28 

93 

72 

(M60837) 



zein [Zea mays] 



oeq. JMO. 


o qqqh 

6?" J / -L 


oeq. id 










gz oozz4 J 


BLAST score 


1 o ^ 

lo4 


E value 


z * ue zo 


i v iai_cn j.engxn 




% identity 


73 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


z j /z 


Seq. ID 


LIBoloz-Uol-Pl-Kl-Oz 


Method 


BLAb 1 N 


NCBI GI 


g2254 9 


BLAST score 


94 


E value 


z . ue-4o 


Maticn lengtin 


zou 


% identity 


84 


NCBI Description 


Maize gene for a 27kDa storage protein, zein 


Seq. No. 


299373 


Seq. ID 


LIB3l52-05l-Pl-Kl-Dll 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


118 


E value 


/ . Ue-oU 


Matcn lengrn 


zz o 


% identity 


1 0 

1Z 


NCBI Description 


Zea mays 22-kDa alpha zein gene cluster, complete 


Seq. No. 


299374 


Seq. ID 


LIB3152-051-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


258 


E value 


2.0e-22 


Match length 


96 


% identity 


62 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 



>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299375 

LIB3152-051-P1-K1-F5 

BLASTX 

g2832243 

198 

3.0e-15 

104 

54 



42093 



NCBI Description (AF031569) 22-kDa alpha zein 4 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299376 

LIB3152-051-P1-K1-G3 

BLASTX 

gl41604 

231 

2.0e-19 

89 
58 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C1) 

>gi_72310_pir ZIZM91 19K zein precursor (clone cZ19Cl) ■ 

maize >gi_168678 (M12146) 19 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299377 

LIB3152-051-P1-K1-G7 

BLASTX 

g224513 

145 

2.0e-ll 

74 

61 

zein M6 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299378 

LIB3152-053-P1-K1-A8 

BLASTN 

gl68681 

39 

5.0e-13 

115 

83 

Maize 19 kDa zein mRNA, clone CZ19D1, complete cds - 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 



Seq. No. 


299379 




Seq. ID 


LIB3152-053 


-P1-K1-B1 


Method 


BLASTX 




NCBI GI 


g22220 




BLAST score 


249 




E value 


1.0e-21 




Match length 


70 




% identity 


76 




NCBI Description 


(X55723) 22 


kD zein [Zea 


Seq. No. 


299380 




Seq. ID 


LIB3152-053 


-P1-K1-B6 


Method 


BLASTX 




NCBI GI 


gl41601 




BLAST score 


237 




E value 


6.0e-20 




Match length 


63 




% identity 


76 




NCBI Description 


ZEIN-ALPHA 


PRECURSOR (19 



) (CLONE GZ19AB11) 

>gi_82657_pir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi_22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 



42094 



Q&rr Ma 


299381 


oeq. iij 




Method 


BLASTN 


NCBI GI 


g340933 


oijAoi score 


o / 


E value 




Match length 


/ / 


% identity 


O / 


NCBI Description 


Ziea mays iu kus zein gene, compiei,e cus 


osq. wo. 








Method 


BLASTX 


NCBI GI 


gl68703 






E value 


i . ue~ i d 


Match length 


00 


% identity 


7 £ 


JNLbi Description 


^DdoDoyij &i Kua zem protein ilqb. iuaysj 


oeq. no* 




Qorr TPl 
OcQJ. 1JJ 


T TP^I R9 — OR"^ — PI —TCI -Dfi 

iilD Jl Ji U J J iTX IV-L L/O 






NCBI GI 


gl68484 


BLAST score 


115 


E value 


4.0e-58 


Match length 


166 


% identity 


94 


NCBI Description 


Maize endosperm glutelin-2 gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299384 

LIB3152-053-P1-K1-E4 

BLASTN 

g2832242 

159 

2.0e-84 

191 

11 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299385 

LIB3152-053-P1-K1-F10 

BLASTX 

g3790102 

276 

2.0e-26 

110 

57 

(AF095521) pyrophosphate-dependent phosphof ructokinase 
alpha subunit [Citrus X paradisi] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



299386 

LIB3152-053-P1-K1-G4 

BLASTN 

gl68661 

96 



42095 



E value 
Match length 
% identity 
NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-46 

308 

91 

Maize 15 kDa zein mRNA, clone cZ15A3, complete cds 
299387 

LIB3152-054-P1-K1-A10 

BLASTN 

g2393774 

197 

1.0e-107 

269 
94 

Zea mays endosperm-specific prolamin box binding factor 
(PBF) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299388 

LIB3152-054-P1-K1-B2 

BLASTX 

g629861 

289 

4.0e-26 

85 

74 

zein Zdl, 19K - maize >gi_535020__emb_CAA47 639_ 
zein Zdl (19 kDa zein) [Zea mays] 



(X67203) 



Seq. No. 


299389 


Seq. ID 


LIB3152-054-P1-K1-B6 


Method 


BLASTN 


NCBI GI 


g4140643 


BLAST score 


73 


E value 


4.0e-33 


Match length 


133 


% identity 


36 


NCBI Description 


Zea mays cosmid II.2E10 22-: 




complete sequence 


Seq. No. 


299390 


Seq. ID 


LIB3152-054-P1-K1-C8 


Method 


BLASTN 


NCBI GI 


g22445 


BLAST score 


142 


E value 


4.0e-74 


Match length 


310 


% identity 


86 


NCBI Description 


Zea mays ZMPMS1 gene for 19 


Seq. No. 


299391 


Seq. ID 


LIB3152-054-P1-K1-D9 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


72 


E value 


1.0e-32 


Match length 


128 


% identity 


89 


NCBI Description 


Maize Zc2 gene for zein Zc2 



(28 kD glutelin-2) 



42096 



Seq. No. 


299392 


Seq. ID 


LIB3152-054-P1-K1-E2 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


564 


v3 1 IIP 


3.0e-58 




123 


% idsntity 


95 


NPPT nA^rrinl"! on 

IN O U J- 1> O V 4- -1- k-> L.± Vll 


(M60836) zein [Zea mays] 


Sea. No. 


299393 


Qpa ID 


LIB3152-054-P1-K1-E3 


Mpthofi 


BLASTX 


NCBI GI 


gl41608 


BLAST score 


195 


E value 


3.0e-15 


l id L. Oil -L CI iy Lrli 


47 


O J- t-lC i 1 L. J- l. y 


81 




7FTN— ALPHA PRFfTIR^OR (19 




zein. 19K — maize >ai 22^ 






Seq. No. 


299394 


Seq. ID 


LIB3152-054-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g531829 


BLAST score 


156 


E value 


5.0e-ll 


Match length 


61 



(PMS1) >gi_100943_pir S15655 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

299395 

LIB3152-054-P1-K1-F2 

BLASTX 

gl41608 

223 

3.0e-18 

56 
86 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943__jpir S15655 

zein, 19K - maize >gi_2244 6__emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299396 

LIB3152-054-P1-K1-F3 

BLASTX 

g419803 

275 

1.0e-24 

89 
57 

zein protein - maize >gi_ 
mays] 



168705 (M72708) zein protein [Zea 



42097 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299397 

LIB3152-054-P1-K1-G6 

BLASTN 

g22514 

205 

l.Oe-lll 

312 
92 

Maize Zcl gene 



for Zein Zcl (14 kD zein-2) 



299398 

LIB3152-054-P1-K1-G7 

BLASTX 

gl41615 

171 

2.0e-12 

56 
71 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE PZ22.3) 
>gi_22536_emb_CAA24727_ (V01480) zein protein 3 [Zea mays] 

299399 

LIB3152-054-P1-K1-G9 

BLASTX 

gl41605 

317 

2.0e-29 

90 
78 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) - 

maize >gi 168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 


299400 


Seq. ID 


LIB3152-054-P1-K1-H2 


Method 


BLASTN 


NCBI GI 


g22540 


BLAST score 


137 


E value 


3.0e-71 


Match length 


156 


% identity 


98 


NCBI Description 


Maize mRNA for lOkDa zein 


Seq. No. 


299401 


Seq. ID 


LIB3152-054-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gl41616 


BLAST score 


380 


E value 


9.0e-37 


Match length 


84 


% identity 


81 


NCBI Description 


ZEIN-BETA PRECURSOR (16 KD' 


>gi_168662 (M12147) 15 kDa 


Seq. No. 


299402 


Seq. ID 


LIB3152-056-P1-K1-B3 


Method 


BLASTN 



(ZEIN 2) (CLONE 15A3) 



42098 



NCBI GI gl68675 

BLAST score 246 

E value 1.0e-136 

Match length 336 

% identity 94 

NCBI Description Maize mutant zein (zE19) gene, complete cds 

Seq. No. 299403 

Seq. ID LIB3152-056-P1-K1-C6 

Method BLASTN 

NCBI GI gl68681 

BLAST score 227 

E value 1.0e-125 

Match length 320 

% identity 93 

NCBI Description Maize 19 kDa zein mRNA, clone CZ19D1, complete cds . 

>gi_270686_gb_I03333_ Sequence 8 from Patent US 

Seq. No. 299404 

Seq. ID LIB3152-056-P1-K1-E6 

Method BLASTN 

NCBI GI g22514 

BLAST score 293 

E value 1.0e-164 

Match length 335 

% identity 97 

NCBI Description^ Maize Zcl gene for Zein Zcl (14 kD zein-2) 

Seq. No. 299405 

Seq. ID LIB3152-056-P1-K1-H6 

Method BLASTX 

NCBI GI gl68664 

BLAST score 233 

E value 2.0e-19 

Match length 90 

% identity 53 

NCBI Description (M13507) zein protein precursor [Zea mays] 

Seq. No. 299406 

Seq. ID LIB3152-057-P1-K1-A1 

Method BLASTN 

NCBI GI g22537 

BLAST score 54 

E value 6.0e-22 

Match length 142 

% identity 85 

NCBI Description Maize mRNA for zein polypeptide (clone M6) 

Seq. No. 299407 

Seq. ID LIB3152-057-P1-K1-A2 

Method BLASTX 

NCBI GI g2832246 

BLAST score 224 

E value 7.0e-19 

Match length 102 

% identity 61 

NCBI Description (AF031569) 22-kDa alpha zein 8 [Zea mays] 



42099 



O C ^ . LN k-/ • 


299408 


Sea ID 


LIB3152-057-P1-K1-A3 


Met hnri 


BLASTN 


NCBI GI 


g662367 


BLAST score 


83 


W 1 no 
J— i v aiuc 


6 . Oe-39 




159 


o x.<j,oiilx i_y 


o o 




7pa mawQ "F^ yti o nvrnnhc 

uCCl 1UGL V O lalllCOjfi, £J j/ J- VJ^JIIV. 




r^OTTtTt 1 of* o cr\ c; 


Spa No 


299409 




T.TR31 S?-0^7-Pl-Kl-A6 


Method 


BLASTX 


NCBI GI 


gl68699 


OJ-LTifcJ J. OOUXC 


223 


tt .a 1 n o 
Hi Vallic 




lidLOll XCiiy L-ii 




% i Hent i t v 

O XUC11L1 L y 


68 


KTPRT P)^ crri "ni~ i riTi 


y ii u u u o u j icxii ^ £j *3 ci iiLci^y o j 


Sea No 


299410 


Sea ID 


LIB3 152-0 57 -P1-K1-B1 


Method 


BLASTN 


NCBI GI 


g535019 






E value 


z . ue z / 


luaucn lengun 


D 


^ luenLiuy 


0 / 


INO-DX UeSCI/ip L-lOIl 


Zi.nia.yo ZjOX tcUlCltilLl gcllci£*> 




299411 


Sea ID 


LIB3152-057-P1-K1-B10 


1*1 LIKJU. 




LNl^JDX OX 


y x 1 x u \J 


BLAST score 


144 


E value 


6.0e-09 


Match length 


52 


% identity 


73 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 




>gi 72311 pir ZIZM2 19K 




>gi_2 252 9_eitib_CAA2 4 7 2 3_ 


Seq* No. 


299412 



mRNA, 



(19 kDa Zein) 



KD) (CLONE A20) 
zein precursor (clone A20) 
(V01476) zein [Zea mays] 



maize 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3152-057-P1-K1-B2 

BLASTX 

gl41605 

215 

1.0e-17 

68 

66 

ZEIN-ALPHA PRECURSOR {19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) 

maize >gi 168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 



299413 



42100 



Seq. ID 


LIB3152-057-Pl-^E(l-B3 




BLASTX 


NCBI GI 


g508545 


BLAST score 


229 


T TT 1 1 n A 

Hj Va.J_U.ci 


a np-1 Q 


IWI^a 4~ /-* V>i 1 .art r*\~ V* 

i v Jat.cn xenyT-ii 




§■ T /""J /*"\ t~\ d 4 p " 1 ^ TT 

laenLiLy 




MPRT P)o qpt"? of* "i on 


fl\34^401 7pin TZea mavsl 


O ci (-J • LN U . 


__._?_/ r± J. *± 


Seq. ID 


LIB3152-057-P1-K1-B5 




BLASTX 


NCBI GI 


g224514 


BLAST score 


225 


Hi Vela. Lit; 


1. Oe-18 


i v ia. ten xengtn 




^ luenLiiy 


if* 




7pi ri MP r7,p3 ttisvsI 


O *S ♦ IN U • 


__. _7 _7 *± ± — ' 




LIB3152-057-P1-K1-B7 


Mot* hr\H 


RT.ASTX 




ct6?o,861 

y u-i. _? u vj j_ 


BLAST score 


225 


E value 


l.Oe-18 


TwT "H /""i V"i 1 r*r -j— V*\ 

IXIciLCll icily LI1 


7Q 


% identity 


OX 


Ntoi uescrxpuion 


zexn Ziux / x_?j\ iuaize /yi . 






beq. iNO . 


9QQ41 ^ 


Qcirr in 

oeq. xl/ 


iiiDJi VJ / IT J- ivl OO 


ntJ L.1IVJVJ. 


DilflJ JL IN 


NCBI GI 


gl68484 


BLAST score 


147 


i_j Value 




Match length 


1 

X O _7 


-s iaent.iT.y 






Mpi 70 pnHn^np'p'm nl nf p] i n- 

L1CL-1-ZjC CllUVJOk/CJ-lLL UXULC4.J.11 




7 


beq. 1U 


T TR^I S9-0R7-P1 -K1 -P9 

illD Jl \J ~J f CI. L\JL 


Mot" Vi oiH 


XJlJ/T-lJ i. Zi 


NCBI GI 


gl68699 


BLAST score 


393 


E value 


0 • ue 0 0 


Match length 


1 no 


% identity 


7 Q 


TiT/^T3 T Plo OPT"! A r^r\ 
iN^i_>X UtroL-X X£J L-XvJil 


\iiuuo jy | ZiO-Lii Lijtsd iLLct_y o j 


beq. -No . 


OQQA1 ft 
Z ?7ft 10 


Spa ID 


LIB3152-057-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl68699 


BLAST score 


185 


E value 


3.0e-14 


Match length 


73 



(X67203) 



complete cds 



42101 



9- "1 /"^ C\ T** "J - 1 "1-TT 

■5 lQcIlLlLy 






y Li\j \j \j xj \j ) lciii [ £jc« ma. j 


beq. WO. 


9 QQ/t 1 Q 

z y y 4 1 y 


oeq. iu 


T TH^I R9— 0^7— Dl — £f1 -PR 








rr7??D7 
y / l ju / 


BLAST score 


336 


E value 


2.0e-31 


L v la LLil leiiy LI1 


110 


Q* T /""V T^l "H T -4* * T 

^ lueniiLy 


Oj 


lNL-Di. jjcscnpiion 


zzi\ zem precursor 




iuuii^o] zo.yy Ku zem pr 


beq. NO. 


9 QQ/1 0 Pi 


Con TD 


ttdti n:o_n c i7-P1 -K1 -ffi 




RT.A^TX 
JD ijrao J. A 


MpDT fT 

LNuDl bl 


y l*± lOuj 


BLAST qrorp 


235 


E value 


8.0e-20 


Match length 


81 


^ luciitiLy 


D 0 


NCBI Description 






>gi /zjii pir ^iZijyiz iyi\ 




>gi zzozy eitiD t 


beq. No. 


0 Q Q yl 01 


beq. id 


T T"D"3T R0_riR'7_Dl _Tf 1 —CI 


L it? 


RT Z\QTY 
L_>l_LfiO 1A 


NCBI GI 


gl68701 


BLAST score 


150 


TP TT O 1 1 1 £TS 

iL vdlUc 


no— 1 Pi 
d • ue iu 


ixiatcn lengun 


7 A 


% identity 


A Q 


NCBI Description 


tixioUoo/; zem l^^s iciaysj 


beq. No. 


zyy4zz 


beq. ±u 


T TR^1 c: 9 — fl 1^7 —Pi —TCI —PR 


Mot* hfiH 




MPDT PT 

LNOJDl bl 


goz do y 


BLAST score 


294 


E value 


1.0e-26 


rJatcn lengen 


7 r 


% identity 


/ y 


NCBI Description 


19K zein precursor (clone 




>gi 4ooo /UZ eiTlD LAAZ4/±y 


beq. No. 


zyy4Zo 


oeq . 1 u 


ttd'ji R9_n c ;7— Pi— k*i — ni 


Mot" Vi 


RT AQTM 
Dixfio 1 IN 


NCBI GI 


y il. j ^> 0 


BLAST score 


117 


E value 


3.0e-59 


Match length 


292 


% identity 


85 


NCBI Description 


Zea mays mRNA encoding a 



(CLONE A20) 



maize 



Z4) - maize 

(V01472) zein [Zea mays] 



42102 



# 



Sea No 


299424 


Seq. ID 


LIB3152-057-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl68693 


BLAST score 


359 


£U v axuc 


3 Oe-34 




114 


O _L kJX^LL L- -L L- y 


67 


NCBI Description 


{M29627) zein [Zea mays] 




299425 


Sea ID 


LIB3152-057-P1-K1-D5 


Method 


BLASTN 


NCBI GI 


g2828011 


BLAST score 


46 


E value 


5.0e-17 


Match length 


102 


% identity 


86 


NCBI Description 


Zea mays starch synthase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



I precursor (Ssl) mRNA, 
gene encoding plastid protein, complete cds 

299426 

LIB3152-057-P1-K1-D6 

BLASTX 

gl41616 

316 

4.0e-29 

93 

68 

ZEIN-BETA PRECURSOR (16 KD) 
>gi_168662 (M12147) 



nuclear 



(ZEIN 2) (CLONE 15A3) 
15 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



299427 

LIB3152-057-P1-K1-D8 

BLASTX 

gl68703 

221 

4.0e-18 

56 

79 

(M86591) 22 kDa zein protein [Zea mays] 
299428 

LIB3152-057-P1-K1-E12 

BLASTX 

g2832243 

152 

2.0e-10 

42 

67 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 
299429 

LIB3152-057-P1-K1-E2 

BLASTX 

gl41617 

257 



42103 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-22 

108 

52 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

299430 

LIB3152-057-P1-K1-E3 

BLASTN 

gl68679 

47 

2.0e-17 

127 
84 

Maize 19 kDa zein mRNA, clone cZ19C2, complete cds. 
>gi_270687_gb_I03334_ Sequence 9 from Patent US 



Seq. No. 


Z3 9431 


beq. lu 


TTT3*31 c: O C\C.n D1 T/'l T? A 

LlbolOZ-UO / — rl— rvl-bfl 


rue unoQ. 






y ft D U 0 


BLAST score 


273 


E value 


2.0e-24 


Match length 


79 


% identity 


76 


NCBI Description 


zein A20 [Zea mays] 


Seq. No. 


299432 


Seq. ID 


LIB3152-057-P1-K1-E5 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


271 


E value 


4.0e-24 


Match length 


67 


% identity 


79 


NCBI Description 


(X55722) 22kD zein [ 


Seq. No. 


299433 


Seq. ID 


LIB3152-057-P1-K1-F1 


Method 


BLASTX 


NCBI GI 


g399414 


BLAST score 


159 


E value 


4.0e-ll 


Match length 


39 


% identity 


85 


NCBI Description 


ELONGATION FACTOR 1- 



Seq. No. 
Seq. ID 



>gi_3228 65__pir JC1454 translation elongation factor eEF-1 

alpha chain - wheat >gi_170776 (M90077) translation 
elongation factor 1 alpha-subunit [Triticum aestivum] 
>gi_949878_emb_CAA90651_ (Z5078 9) elongation factor 1-alpha 
[Hordeum vulgare] 

299434 

LIB3152-057-P1-K1-F3 



42104 



l v ie T-HUU 


RT.A9TX 


NCBI GI 


gl6073 


BLAST score 


175 


"W T73 1 no 
Hi vaXUC 




rldLCIl xeiiyun 


Oft 


-J Hon"!" "1 "f~\7 




LH w L-> -L 1>> l_> \^ J L. k-/ <w -1. W I.L 


(X59526) zein protein [Acetabularia mediterranea] 


Oc y • 1M(J • 




Spa ID 


LIB3152-057-P1-K1-F4 


Mpt hod 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


167 


T* 1 ^rp 1 no 

Xj V CL X Li-Ci 


1.0e-ll 


LMdLoll XcIiyL.ll 




^ luentity 




NPRT Dp «? p r "i nt" "i nn 


(AF031569} 22-kDa aloha zein 4 TZea mavsl 




c* -7 -7fl O v 


Qprr TO 


LIB3152-057-P1-K1-F7 




BLASTX 


NCBI GI 


g2832243 


BLAST score 


203 
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f* • VC 1 U 


Match length 


0 1 
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Mq +- Vi ofl 
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38 
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Lea iudy o Js.ua d x kJild ZitJXii yciic uiuooci ^ luul^xcuc 
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QtJL^ • X U 


XiXDJX j£. U J / £ X rv x nxu 


l lC L.11 VJtX 


RT.A^TN 
Dijno x v* 


NCBI GI 


gl68673 


BLAST score 


50 


£j V CL J. I_1C 
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^ "f~ /I v* n /t 4** Vt 
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T /*4 ^ T"^ 4- T 4~ T 7 
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WPRT riQCpyi ■oi - i on 
INOIDX UcoOiipUlUll 
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Q /-> Mo 
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t tr^i R^-find-rn -ki -'ps 

XiXD JX J J UU1 XV X Hi J 


l it; UIUJLJ. 


XjXxtiO X IN 


NCBI GI 


a22516 


BLAST score 


51 


E value 


4.0e-20 


Match length 


143 


% identity 


84 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 



42105 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299440 

LIB3153-005-Q1-K1-B5 

BLASTX 

g70774 

273 

2.0e-24 

55 
100 

histone H4 (TH091) - 
[Triticum aestivum] 



wheat >gi_170747 (M12277) histone H4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299441 

LIB3153-005-Q1-K1-E4 

BLASTX 

gll9355 

192 

3.0e-15 

39 

97 

ENOLASE 1 ( 2-PHOSPHOGLYCERATE DEHYDRATASE 1) 
( 2 - PHOS PHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_1008 69_pir S16257 phosphopyruvate hydratase 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ 
[Zea mays] 



EC 

X55981) enolase 



Seq. No. 


299442 


Seq. ID 


LIB3153-005-Q1-K1-E8 


Method 


BLASTN 


NCBI GI 


g459896 


BLAST score 


54 


E value 


7.0e-22 


Match length 


86 


% identity 


91 


NCBI Description 


Zea mays triosephosphate 


Seq. No. 


299443 


Seq. ID 


LIB3153-005-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl084481 


BLAST score 


262 


E value 


2.0e-23 


Match length 


57 


% identity 


89 


NCBI Description 


heat shock protein 70 - 3 


Seq. No. 


299444 


Seq. ID 


LIB3153-005-Q1-K1-G8 


Method 


BLASTN 


NCBI GI 


gl68500 


BLAST score 


51 


E value 


4.0e-20 


Match length 


83 


% identity 


90 


NCBI Description 


Maize (Zea mays) histone 


Seq. No. 


299445 



1 gene, exon 



- Maize 



H4 gene (H4C14), complete cds 



42106 
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BLAST score 
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JjIDJIJ J \J\J f ^X I\X Ull 


Method 




\TPTIT PT 
JN^.Dl ox 


rrl A 1 finP 

g±4 1 ou C3 


tsjj/ioi score 


1 Q9 

±yz 


E value 


2.0e-19 


Match length 


66 


% identity 


Q T 


NCBI Description 


•7_?T1V.7 7\T DUA DDPfTTDOAD /I Q VV\ \ f DTvT0 1 ^ -I 1 HflQ/l *5 v>i 

ihlN-AiirnA FKkUUKbUK {xy iviJ) ^riXlblJ ^gi !UUy4o__pi 




zem, lyK - maize >gi zz44o eiaD LAAo/boi (adjooz 




zein [Zea mays] 


beg. no. 


zy y4 4o 


beg. XU 


lii3j1j j uuo \lx i\x n / 


A/To "f~ Vt r*^iH 

lie l.hljlj. 


oxirio I-'-. 


NCBI GI 


^4115371 


BLAST score 


275 


Hi value 


O . Uc ZO 


Mdicfi lengun 


/ O 


% identity 


/O 


XT P TD T s^s /™t *k* i t"\ t /"\ y\ 

lnujdx uescnpcion 


lnouuo_?D / ) unKnown protein ["rajjiaopsis Liidiidua j 


beg. no. 


zyy4 4 y 


Qorr T H 
Octji XU 


JjlDJlJJ UUy yi i\X Wi 


Method 


DT 7\c mv 
Oli/ib 1 A 


MPT-IT PT 


guy odd 


hJLiAbi score 


O ACS 

Z4 U 


Ei VcLJ-liS 


7 Cia — 91 

/ . ue zx 


TuT +~ r** i ci /~t4~ r*i 

ruatcn lengun 


A7 
4 / 


o j_ij.eiiL.-Luy 


i nn 

iuu 


NCBI Description 


ENOLASE 1 { 2 - PHOS PHOGLYCERATE DEHYDRATASE 1) 




(2-PH0SPH0-D-GLYCERATE HYDRO-LYASE 1) 




>gi 100869 pir S16257 phosphopyruvate hydratase 




4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981 




[Zea mays] 



TVWTGY 



19 kDa 



enolase 



42107 



II 







* x u 


LilDJlJJ \J\JZ/ I\X Ull 


Method 


BLASTX 


NCBI GI 


g3445207 






E value 


y • ue 0 0 




1 m 




rp 


NCBI Description 


(AC004786) unknown protein [Arabidopsis thaliana] 






Seq. ID 


LTPHI R^-DI 0-O1 -K1 -m 

illDJU J U 1 v X ±\.X X 


Method 


BLASTX 


NCBI GI 


g3128177 




i JU 


Hi ValUc 


-j . ue x y 


Match length 


y4 


& "i Han't" ■? 


OZ 


jnodi uescripLion 


(AC004521) unknown protein [Arabidopsis thaliana] 


oeq . lno • 


z y y 4 oz 




JjlDJlJJ U1U \l± i\x Dfi 


Mo "f~ /"* ^ 


DT 7\QTV 


NPRT (IT 


y 0 .7 1 fi 0 00 


l->J~Lrt.O i. oL-UI c 




E value 


3.0e-29 


Match length 


69 


% identity 


I / 


jNutsx uescripuion 


(jLiUERUL-o-rhvJbPHArE ACYLTRANSFERASE PRECURSOR (GPAT) 




>gi__ib/oiy (MbiUo/l) glycerol-i-pnospnate acyltransrera^ 




Luucumis sarivusj >gi 444ooi prr xyuboouA glycero- 




phosphate acyltransf erase [Cucumis sativus] 


oeq • i\o • 


z y y h jj 


Seq. ID 


T.TR^I R^-DI 1 -Hi -K"1 -AA 

iiXOJX J J Ull -CVX jTiri 


Method 


BLASTN 


NCBI GI 


g474009 


oiiHoi score 


34 


Tl XT ^ 1 11 /—\ 

iL VdlUS 


0 . ue~*zz 


Match length 


1 1 A 


i? luentity 


0 / 


NUrii Description 


Rice mRNA, partial homologous to ribosomal protein SI 9 


Corr AT/-s 
oeq* IN O • 


z y y 4 Oft 


Cprr TP) 


LiDjljJ UJ.1 yi J\l L-4 


Method 




NCBI GI 


g3128231 


BLAST score 


202 


E value 


8.0e-16 


Match length 


134 


% identity 


12 


NCBI Description 


(AC004077) hypothetical protein [Arabidopsis thaliana] 



>gi_3337370 (AC004481) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 299455 

42108 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3153-011-Q1-K1-D6 

BLASTX 

g3150406 

242 

1.0e-20 

97 
48 

(AC004165) putative indole-3-acetate 
beta-glucosyltransferase [Arabidopsis thaliana] 



299456 

LIB3153-011-Q1-K1-G1 

BLASTX 

gl362009 

390 

6.0e-38 

85 

50 

ubiquitin-like protein 7 



- Arabidopsis thaliana 



299457 

LIB3153-011-Q1-K1-H5 

BLASTX 

g2982259 

327 

9.0e-31 

74 

82 

(AF051212) 
mariana] 



probable 60s ribosomal protein L13a [Picea 



299458 

LIB3153-012-Q1-K1-E3 

BLASTX 

gll69476 

566 

2'.0e-58 

116 

93 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) ( VI TRONECT IN-LIKE 
ADHESION PROTEIN 1) (PVN1) >gi_439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 

299459 

LIB3153-012-Q1-K1-F12 

BLASTX 

g3135274 

323 

5.0e-30 

102 

59 

(AC003058) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



299460 

LIB3153-013-Q1-K1-D7 
BLASTN 



42109 



NGBI GI 


g3821780 


BLAST score 


36 


F "tra 1 np 

J—i V d-L LLC 


8 . Oe-11 


Mai"ph 1 &Tirr+*Vi 
rid u^ii. iciiy uii 




3* -l /*3 r>, t-« -t- -i -t-T> 


inn 

X u u 


LMvDl L/Cu^yl XU L1UU 


Xpnonn^ 1 apvi pDNA rl onp 27A6— 1 


Cpn 1 Mo 


*± \J X 


9prr TD 

O ™ \Jl m X U 


LIB3154-001-O1-K1-A12 




RT.A^TX 




rrl 1 n"Q47 c i 






E value 


8.0e-74 


Match length 


146 




99 




FT.ONHATTON FACTOR 1-ALPHA 1 (EF-1-ALPR? 




FACTOR TFH (F.F-TT7) >ai ^6301 (M22432} 






Can Mo 


9QQ469 


Sea ID 


LIB3154-001-O1-K1-A2 


Mpi-Vi oH 


RLASTN 


NCBI GI 


gl63349 


BLAST score 


33 


F TT3 1 11 O 


4 np-09 


riaucfi xciigxii 


oo 


is lQenLiLy 


inn 


LNL*.DX Dcot^X X|J LXLHi 


Rr*Trino MHP pi aee T RoT.A rrartci oomol Pi~P 
LjkJ v Xi ic L v in^ LXaoo x lj\J±±c\ yciiCj okjiiLjyxe l»o 


oeq. INO . 


^ .? _? 4i DO 


q prf j r» 

uCL| • J- U 


T.TR^I S4-0ni -Ol -K1 -A4 
JjIDjij 1 w u x ^x rvx rii 


Mot - n oo 1 


RT.A^Ty 

XJXJflO 1A 


NCBI GI 


g2501654 


BLAST score 


701 


lit ValUc 


O • Uc / t: 


Matrh 1 on rrt* n 


1 ^2 


^ lueiiLiLy 


ft 


MfRT HpCPTI TTli - "1 OT1 
lMvyDX i-/" O I— »-I L L. X 1 


vxxjxjxxv <^ux ^ \j ^ \j \j ^ruuui y v xxxxxi [uuc 


Qpp/ Wo 


9QQ4 fi4 




LIB3154-001-O1-K1-B10 


Mpthorl 


BLASTX 


NCBI GI 


g3068759 


BLAST score 


232 


E value 


9 np-i q 


IXlclLOii XcilyUIi 


JU 


% identity 




TCIPRT Dp^rri nf "i nn 


fAFnS^IR'nl Mi—? FXprinnns Ispvi^l 
\ fie u J J x o J / iix z. j_ Aciiy^ 1 u.o lac v xo j 




_? Zf TC \J O 


OCVJ • J. IV 


T J TR31S4-001-Ol-Kl-Bll 


Method. 


BLASTN 


NCBI GI 


g353 


BLAST score 


173 


E value 


8.0e-93 


Match length 


197 


% identity 


97 



L-l) (ELONGATION 
elongation factor Tu 



clone BL3-6 



42110 



NCBI Description Bovine mRNA encoding f ibromodulin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299466 

LIB3154-001-Q1-K1-B3 

BLASTN 

g2981246 

40 

4.0e-13 

52 
94 

Homo sapiens Xp22 BAC GS-594A7 (Genome Systems Human BAC 
library) contains Bmx gene, complete sequence [Homo 
sapiens] 



299467 

LIB3154-001-Q1-K1-B6 

BLASTN 

gl63460 

123 

4.0e-63 

127 

99 

Bovine osteonectin mRNA, 



complete cds 



299468 

LIB3154-001-Q1-K1-C10 

BLASTX 

g4506515 

541 

2.0e-55 

115 

91 

regulator of G-protein signalling 1 

>gi_728728_sp_Q08116_RGSl_HUMAN REGULATOR OF G-PROTEIN 
SIGNALING 1 (RGS1) (EARLY RESPONSE PROTEIN 1R20) (B-CELL 

ACTIVATION PROTEIN BL34) >gi_631051_pir S43436 B-cell 

activation protein lr20 - human >gi_313215_emb_CAA51826_ 
(X73427) lr20 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299469 

LIB3154-001-Q1-K1-C11 

BLASTX 

g4503483 

650 

2.0e-68 

128 

95 

eukaryotic translation elongation factor 2 
>gi_119172_sp_P13639_EF2_HUMAN ELONGATION FACTOR 2 (EF-2) 

>gi_214 4947_pir EFHU2 translation elongation factor eEF-2 

- human >gi_31106_emb_CAA35829_ (X514 66) elongation factor 
2 [Homo sapiens] >gi_31108_emb_CAA777 50_ (Z11692) human 
elongation factor 2 [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 



299470 

LIB3154-001-Q1-K1-C12 
BLASTX 



42111 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3242231 
155 

3.0e-10 

33 
88 

(AJ006486) RNA binding protein [Mus musculus] 
299471 

LIB3154-001-Q1-K1-C3 

BLASTN 

g!276618 

34 

8.0e-10 

98 

84 

Bos taurus clone 14 immunoglobulin lambda light chain 
variable region (Vlambdalb) mRNA, partial cds 

299472 

LIB3154-001-Q1-K1-C5 

BLASTN 

gl848270 

55 

5.0e-22 

83 

92 

Human calcium and integrin binding protein CIB mRNA, 
complete cds 

299473 

LIB3154-001-Q1-K1-C6 

BLASTX 

g2460124 

609 

1.0e-63 
126 
97 

(AF017789) 
sapiens] 



putative transcription factor CA150 [Homo 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



299474 

LIB3154-001-Q1-K1-D1 

BLASTX 

g4557387 

702 

2.0e-74 

147 

82 

complement component 7 precursor 

>gi_116610_sp_P10643_CO7_HUMAN COMPLEMENT COMPONENT C7 

PRECURSOR >gi_87197_pir A27340 complement C7 precursor - 

human >gi_179716 (J03507) complement protein C7 precursor 
[Homo sapiens] 

299475 

LIB3154-001-Q1-K1-D10 
BLASTX 



42112 



NCBI GI , : 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2494890 
485 

6.0e-4 9 

87 
100 

CORONIN-LIKE PROTEIN P57 >gi_21367 96__pir S65666 p57 

protein - bovine >gi_927647_dbj_BAA07 939_ (D44496) bovine 
p57 [Bos taurus] 



beg. no. 


O Q OA 1 £ 


beq. iu 






DXxriO X A. 


NCbl K3± 


gx OOjO Oy 




470 


E value 


2.0e-47 


Match length 


92 


% identity 




NCBI Description 


(xuyzuo; jxiriu cxass i mojLecuj-e l^sos naurusj 


beg. no. 


o ooa m 


Seq. ID 


LIB3154-001-Q1-K1-D12 


Method 


BLASTN 


NCBI bl 


goooolUU 


BLAST score 


85 


E value 


o . ue ft u 


Match length 


417 


% identity 


87 


NCBI Description 


Homo sapiens chromosome 17, clone hRPK.178_ 




sequence [Homo sapiens] 


beq. no. 


0 OOA 7Q 


Seq. ID 


T R A AA1 A1 IS"} r\A 


Method 


BLASTX 


LN J-J -L OX 




BLAST score 


260 


E value 


2.0e-22 


Match length 


55 


% identity 


93 


NCBI Description 


(AF032922) syntaxin 4 binding protein UNC- 




sapiens] 


Seg. No. 


299479 


Seg. ID 


LIB3154-001-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl23332 


BLAST score 


700 


E value 


4.0e-74 


Match length 


137 



_C_3, complete 



[Homo 



% identity 

NCBI Description 



94 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE, CYTOPLASMIC (HMG-COA 
SYNTHASE) ( 3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi__90200_pir A25332 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Chinese hamster >gi_387072 (L00334) 
3-hydroxy-3-methylglutaryl coenzyme A synthase (HMG CoA) 
[Mesocricetus auratus] 



Seq. No. 



299480 



42113 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3154-001-Q1-K1-D9 

BLASTX 

g2134796 

260 

2.0e-22 

57 
84 

B cell activation protein BL34 
>gi_299705_bbs_129951 (S59049) 
[human, Peptide, 196 aa] [Homo 



- human 
BL34=B cell 
sapiens] 



activation gene 



299481 

LIB3154-001-Q1-K1-E1 

BLASTX 

g731046 

605 

5.0e-63 

126 

89 

PROBABLE UBIQUITIN CARBOXYL- TERMINAL HYDROLASE (UBIQUITIN 
THIOLESTERASE) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE) 
( DEUB I QU I T INAT I NG ENZYME) (KIAA0055) 

>gi_473945_dbj_BAA06225_ (D29956) This gene is similar to 
tre oncogene (X63547 ) . [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299482 

LIB3154-001-Q1-K1-E2 
BLASTX 
g399012 
618 

2.0e-64 
121 
100 

ADP,ATP CARRIER PROTEIN, ISOFORM T2 
(ADENINE NUCLEOTIDE TRANSLOCATOR 3) 

>gi_280900_pir B43646 ADP, ATP carrier protein T2 - bovine 

>gi_529417 (M24103) translocase [Bos taurus] 



(ADP/ATP TRANSLOCASE 3) 
(ANT 3) 



Seq. No. 


299483 


Seq. ID 


LIB3154-001-Q1-K1-E3 


Method 


BLASTN 


NCBI GI 


g2582198 


BLAST score 


45 


E value 


4.0e-16 


Match length 


57 


% identity 


95 


NCBI Description 


Bos taurus locus UW7 6 polymorphic microsatellite 


Seq. No. 


299484 


Seq. ID 


LIB3154-001-Q1-K1-E4 


Method 


BLASTN 


NCBI GI 


gl78996 


BLAST score 


99 


E value 


3.0e-48 


Match length 


195 


% identity 


89 


NCBI Description 


Human arginine-rich nuclear protein mRNA, complete 



cds 



42114 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299485 

LIB3154-001-Q1-K1-E6 

BLASTX 

g2353754 

315 

6.0e-29 

125 

51 

(AF015504) immunoglobulin variable region [Bos taurus] 
299486 

LIB3154-001-Q1-K1-E7 

BLASTX 

g3914346 

500 

1.0e-50 

108 
87 

POL YMERI C - IMMUNOGLOBUL IN RECEPTOR PRECURSOR (PLGR) 
[CONTAINS: SECRETORY COMPONENT] >gi_388280 (L04797) 
polymeric immunoglobulin receptor [Bos taurus] 

>gi_1095524_prf 2109248A polymeric Ig receptor [Bos 

taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299487 

LIB3154-001-Q1-K1-F1 

BLASTX 

gl20742 

406 

7.0e-41 

114 

80 

GLUCOSE-6-PHOSPHATE ISOMERASE (GPI) (PHOSPHOGLUCOSE 
ISOMERASE) (PGI) (PHOSPHOHEXOSE ISOMERASE) (PHI) 

>gi_68446_pir NUPG glucose-6-phosphate isomerase (EC 

5.3.1.9) - pig >gi_2043_emb_CAA30295_ (X07382) muscle 
phosphohexose isomerase (AA 1 - 558) [Sus scrofa] 



Seq. No. 


299488 


Seq. ID 


LIB3154- 


Method 


BLASTX 


NCBI GI 


g432627 


BLAST score 


567 


E value 


2.0e-60 


Match length 


149 


% identity 


81 


NCBI Description 


(X62917) 


Seq. No. 


299489 


Seq. ID 


LIB3154- 


Method 


BLASTX 


NCBI GI 


g4240299 


BLAST score 


723 


E value 


8.0e-77 


Match length 


149 


% identity 


95 



anti-testosterone antibody [Bos taurus] 



42115 



NCBI Description (AB020712) KIAA0905 protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299490 

LIB3154-001-Q1-K1-F3 

BLASTX 

g3915129 

652 

2.0e-68 

150 

86 

TRANSMEMBRANE PROTEIN TMP21 PRECURSOR (INTEGRAL MEMBRANE 
PROTEIN P23) >gi_1370279_emb_CAA66947_ (X98303) 
transmembrane protein [Oryctolagus cuniculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299491 

LIB3154-001-Q1-K1-F4 

BLASTX 

g2146954 

411 

3.0e-40 

151 

60 

hevin precursor - human >gi_758066_emb_CAA57 650_ (X82157) 
hevin [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299492 

LIB3154-001-Q1-K1-F7 

BLASTN 

g2864757 

112 

5.0e-56 

313 

88 

Bos taurus gene for MHC class I heavy chain, partial cds, 
clone 303F.10g 



Seq. No. 


299493 


Seq. ID 


LIB3154-001-Q1-K1-F9 


Method 


BLASTN 


NCBI GI 


g3360459 


BLAST score 


91 


E value 


1.0e-43 


Match length 


297 


% identity 


87 


NCBI Description 


Homo sapiens clone 24733 mRNA sequence 


Seq. No. 


299494 


Seq. ID 


LIB3154-001-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


gl905974 


BLAST score 


333 


E value 


4.0e-31 


Match length 


78 


% identity 


82 


NCBI Description 


(U80628) thymidine kinase 2 isoform B [Homo 


Seq. No. 


299495 



42116 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3154-001-Q1-K1-G11 

BLASTN 

gl374680 

315 

1.0e-177 

315 
100 

Bovine mRNA for invariant chain, 
299496 

LIB3154-001-Q1-K1-G3 

BLASTX 

gl209255 

351 

3.0e-33 

71 

92 

(L20311) 
(U02301) 



complete cds 



immunoglobulin 
immunog 1 obul in 



chain 
chain 



[Bos taurus] 
[Bos taurus] 



>gi_14 08167 



Seq. No. 


299497 


Seq. ID 


LIB3154-001-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2429083 


BLAST score 


469 


E value 


5.0e-47 


Match length 


89 


% identity 


96 


NCBI Description 


(D89730) T16 [Rattus rattus] 


Seq. No. 


299498 


Seq. ID 


LIB3154-001-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


gl345649 


BLAST score 


253 


E value 


1.0e-27 


Match length 


89 


% identity 


71 


NCBI Description 


PROCOLLAGEN ALPHA 1(IV) CHAIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_71411_pir CGHU4B collagen alpha 1(IV) chain precursor 

- human >gi_180803 (M26576) alpha-1 type IV collagen [Homo 
sapiens] 

299499 

LIB3154-001-Q1-K1-G7 

BLASTX 

g547902 

185 

1.0e-13 

50 
68 

PUTATIVE MUCIN CORE PROTEIN PRECURSOR 24 
(MULTI-GLYCOSYLATED CORE PROTEIN 24) (MGC-24) (MUC-24) 
(CD164 ANTIGEN) >gi_422794_pir JX0235 core protein MGC-24 

- human >gi_219925_dbj_BAA03130_ (D14043) MGC-24 precursor 
[Homo sapiens] 



42117 




OCl[i IN ♦ 




Spa TD 


LIB3154-001-O1-K1-G9 


MpthoH 

<w X I'^'wi 


RLASTX 


NfRT GT 


a?08R71 4 


DiulO X O OW X " 


£. \J Z* 


E value 


1.0e-23 


Match length 


147 


i cipn t" i t" v 

o -i- vjHw- a x l. u. y 


37 




\ jTIJC UU J1J ^ y O LI Uil^ O X1LLX X ul ILy L, U JLvrtU XT XT. UAXUaDCO r ^JCIX 1 — L Ci - 




r^FjC +- Vi rr pin g*. V^pi n"i ti q t t~i -f-Vio np-1 rrViV^or* "i r> rr c* ~! nnp 
vjjo / l,iic y cue ucy ±110 uiic nciy iixjux xny oxuixc 




L ^acuui, 11CIUVJ.X l. x 0 cxcyans j 


o e q . in o . 




Cprr TH 


ttdqi S4 -001 -01 -ki -ri ? 

jjid ji j 1 ! uux \^x rvx niL 


LiC L-IIO^X 


RLASTN 

DilflkJ X Vi 


NCBI GI 


gl81154 


BLAST score 


136 


jZj v Ctl LLC 


? np-70 


Ma -|- f-iln 1 onrff h 
rlaLUU xcliy Lll 


9 no 


O XUC11L4. Lj 




NORT npqrri nt i 

Ii V-> i-/ X. U^uLrJ LU L,J.U11 


Hrnnart raqpi n ki h^cip TT hpt^ ^nhinn "i t ttiRNA- potdtjI p+*p pci^ 

XXLLXLLCLXX LQuCXli JVillOijC XX 1/C Lu O LiX-'LiilX L. XLLr\LNr^./ UVJUL^iCLv 


D c q . In O • 




Spa TD 


LllOJUl VJ X \^X XV X xu 


1 1C L, 


RT.ASTX 


NCBI GI 


g3831588 


BLAST score 


208 


TI* T7 alii d 
Hi V ci_L U.C 


ft • Uc x / 


TwT ;a 4- ^ Vv 1 am f^r^~ V* 

irldCOll xeTlytll 


00 




1 R 




\si.E U U*i ill) LalLJUAyica Uciaoc [OLlo SLIUidJ 


oeq. NO. 


z y you 0 


Octj. XJJ 


xjX£30±C3fi U U x y X i\X n. / 


I iC L.xJ.vJvJ. 


RT.ASTN 


NCBI GI 


g3882158 


BLAST score 


192 


E value 


1 Ho— 1 OA 


net l. oil xeny uii 




^ luentiuy 


ft 7 




HoTnn c!3Ti"i mRW A f nr T<TT A A f) 7 1 Q t~i ttiI - i ti 0 nmn 1 pHq 

1XWXLLVx> OuL'J.Cliw ILLXvlNxl. J_ Ul i\. 1 A- Zt Ul WLCXUf O^lLLk^-L L> C LUO 


oeq • NO . 


z y you4 


Spa TD 


T.TR^I ^4 — 001 -Ol -KI -RP 






NCBI GI 


\J X u ^ u ^ 


BLAST score 


211 


E value 


9.0e-17 


Match length 


45 


1 identity 


100 


NCBI Description 


NADH-UBIQUINONE OXIDOREDUCTASE 9 KD SUBUNIT PRECURSOR 



(COMPLEX I-9KD) (CI-9KD) >gi_108827_pir S15107 NADH 

dehydrogenase (ubiquinone) (EC 1.6,5.3) 10K chain - bovine 
>gi_220_eiLib_CAA41775_ (X59048) NADH dehydrogenase 
(ubiquinone) [Bos taurus] 

Seq. No. 299505 



42118 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3154-002-Q1-K1-C1 

BLASTX 

gl41601 

343 

3.0e-32 

137 
58 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE GZ19AB11) 
>gi 82657 pir S03417 19K zein precursor (clone gZ19ABll) - 
maize >gi_22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 



299506 

LIB3154-003-Q1-K1-D1 

BLASTX 

g419803 

204 

3.0e-16 

95 

44 

zein protein - maize >gi_ 
mays] 



168705 (M72708) zein protein [Zea 



299507 

LIB3154-003-Q1-K1-E2 

BLASTX 

gl41612 

165 

1.0e-ll 

62 
60 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE 22C2) 

>gi_72306_pir ZIZMC2 22K zein precursor (clone cZ22C2) - 

maize (fragment) >gi_168688 (M12141) 22 kDa zein protein 
[Zea mays] 

299508 

LIB3154-003-Q1-K1-F8 

BLASTN 

g22531 

147 

5.0e-77 

350 
86 

Zea mays mRNA encoding a zein (clone pZ22.1) 
>gi_270688__gfo_I03336_ Sequence 10 from Patent US 4885357 
>gi_270741_gb_I03273_ Sequence 2 from Patent US 

299509 

LIB3154-004-Q1-K1-A9 

BLASTX 

gl68699 

192 

1.0e-14 

85 
59 

(M60836) zein [Zea mays] 



42119 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299510 

LIB3154-004-Q1-K1-B1 

BLASTN 

g22544 

215 

1.0e-117 

303 
93 

Maize mRNA {clone A30) 



for zein (a plant storage protein) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299511 

LIB3154-004-Q1-K1-B12 

BLASTX 

g971143 

149 

4.0e-10 

55 

60 

(D63842) modified alpha peptide of E. coli 
beta-galactosidase [Cloning vector pKF298] 

>gi_971155_dbj_BAA09909_ (D63846) modified alpha peptide of 
E. coli beta-galactosidase [Cloning vector pKF18k] 
>gi_3953639_dbj__BAA34741_ (AB019603) beta-galactosidase 
alpha-peptide [Cloning vector pKF28wt] 

>gi_3953643_dbj_BAA34744_ (AB019604) beta-galactosidase 
alpha-peptide [Cloning vector pKF28tsl] 

>gi_3953647_dbj_BAA34747_ (AB019605) beta-galactosidase 
alpha-peptide [Cloning vector pKF28ts5] 



Seq. No. 


299512 




Seq. ID 


LIB3154-004-Q1-K1-B7 




Method 


BLASTN 




NCBI GI 


g2832242 




BLAST score 


35 




E value 


3-0e-10 




Match length 


63 




% identity 


89 




NCBI Description 


Zea mays 22-kDa alpha 


zein 


Seq. No. 


299513 




Seq. ID 


LIB3154-004-Q1-K1-D7 




Method 


BLASTX 




NCBI GI 


gl21472 




BLAST score 


167 




E value 


1.0e-ll 




Match length 


101 




% identity 


40 




NCBI Description 


GLUTEI IN 2 PRECURSOR 


(ZEIN- 



complete sequence 



MMA) (27 KD ZEIN) 
(ALCOHOL- SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_j>ir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9__ (X02230) glutelin- 2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 
Seq. ID 



299514 

LIB3154-004-Q1-K1-E5 



42120 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl41614 

144 

4.0e-09 

63 

51 

ZEIN-ALPHA PRECURSOR {22 KD) (CLONE ZA1 OR Ml) 

>gi_82662_pir B22831 22K zein precursor (clone Ml) 

>gi__22527_emb_CAA24722_ (V01475) reading frame zein 
mays] >gi_224510_prf 1107201D zein Ml [Zea mays] 



- maxze 
[Zea 



o c ^ • LN * 


299515 


oeq. X1J 


T.TR^I ^4-004-01 -K1 -F9 


Method 


BLASTX 


NCBI GI 


g2832243 


tsiiiio l score 


JO ^ 


E value 


± . ue jj 


Match lengtn 


IX 0 


% identity 


DO 


JNUoi uescripuion 


^lir UO-L30 -7j KUd cl±pilci 


C d rr K\/~s 

□eq. ino . 


.7 .? J X o 


Corr Tn 

oeq. J-U 


T,TR?1 ^4-004-01 -K1 -F4 

JjIDJIJi UU4 v-*- ^ " 


Method 








BLAST score 


306 


E value 


5.0e-28 


Match lengtn 




% identity 


q n 
oU 


NCBI Description 


(jxioUoobj zein L^ea maysj 


beq. wo. 


Z y y Dl i 


Seq. ID 


t jnoi c/ n n yi _r\i 
Llbo±0 4-UU4-y±— J\l-(jrl 










BLAST score 


274 


E value 


1.0e-29 


Match length 


1U / 


% identity 


/ 1 


NCBI Description 


r7TPT\7 7\ T I")!! 7\ T3TD TPOTT'D 0/^"D M Q 

ZiiLlW— ALJrnA FKhL-UKibUK \ly 




701 n 1 QK" — TT13 1 V id 99 
Z.CL11/ -L ILLO X Zi C- /yi <£. 




zein [Zea mays] 


Seq. No. 


299518 


Seq. ID 


LIB3154-005-Q1-K1-A1 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


58 


E value 


5.0e-24 


Match length 


190 


% identity 


83 


NCBI Description 


Maize Zcl gene for Zein 


Seq. No. 


299519 


Seq. ID 


LIB3154-005-Q1-K1-A2 


Method 


BLASTN 


NCBI GI 


gl68690 



4 [Zea mays] 



(PMS1) >gi 



100943_pir_ 
: (X53582) 



_S15655 
19 kDa 



(14 kD zein-2) 



42121 



BLAST score 


91 


Hj ValUc 


l.UC *± o 


Match length 




% identity 


1UU 






beq . NO . 




beq . i u 


J_j ± ID O X J *i UU J v-L ±VJ_ rlu 


ft/Tot" Vio^ 






goz DDU 


BLAST score 


286 


E value 


1.0e-25 


Match length 


1 U 4 


% identity 




NCBI Description 


iyi\ zem precursor ^cione 




-^yl O U -? 1 1 / &I1D L^rlriZ 4 / \J 


beq. no. 


OQQCOI 


beq. ±u 


jjidoiji uuj yi rv j. on 








a419803 


BLAST score 


226 


E value 


4.0e-19 


Lxiaccn iengi.n 




% identity 




NCBI Description 


zein protein - maize >gi 




mays ] 


Seq. No. 


O ft c o o 

299522 


Corf t n 

beq. iu 


LlDjlJ^l UUj yx fvl Do 




■D-LtniO JL A 


NCBI GI 


gl68664 


BLAST score 


209 


Hj Value 


1 • 1 o 


Match length 


11U 


% identity 


4 / 


Nubi Description 


vixiioou/j zem proiein pre 


Seq. No. 


299o2i 


beq. iu 


Xj1do1D4 — UUO vil r\l LO 


Method 


DT ZYOrpV 

rJLtHb I A 


NCBI GI 


gl68699 


BLAST score 


468 


Hj vaiue 


c. n&— 4 7 


Match length 


loz 


% identity 


/ / 


nubi Description 


(ixibUoobj zem ia&s. maysj 


Seq. No. 


299524 


beq. ID 


J_ilnolo4-UUo-yi— K.1— £*o 


lxietnoa. 


t>J_Lrt.b 1 A 




rrl 41 SQ7 
y x f± ± o y / 


BLAST score 


396 


E value 


1.0e-38 


Match length 


105 


% identity 


78 


NCBI Description 


ZEIN-ALPHA PRECURSOR {19 



(fragment) 



168705 (M72708) zein protein [Zea 



(CLONE A30) 



42122 




>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 


299525 


Seq. ID 


LIB3154-005-Q1-K1-E9 


l v lc LIUJU. 




KfPRT ftT 




oijrio J. owlc 


9PH 


F, va 1 no 


3.0e-16 


l v lcl U Oil -Lferiiy Uil 


67 




SR 


NCRT De^OT i nt *i on 

L\ V-/ X— ? J- 1^ w J- J- k*/ w -X* \J X X 


zein, 27K - maize (fragment) >gi 22550 emb CAA41175 




(X58197) 27kDa storage protein, zein [Zea mays] 


Seq. No. 


299526 




t.tr^i R4-nns-ni -ki -a^ 

iJlOJi Jl VJ U sJ Si- 1 - 1>- J- 
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( ACQOJ'^A'^) i in known nrot^in r Arabidoosis thalianal 


Seq. No. 
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jyieunoo. 


DlxrtO X A 


LNUoi VjX 


rr1 £ft£QQ 

gx oo o y :? 






E value 


y • ue x d 


Match length 


ou 




79 




^ 11 UUU JU / ZiC-Lll [ uUa 1LLCL y O J 


Seq. No. 


299528 


Seq. ID 


LIB3154-005-Q1-K1-H1 


TkiTr-\ 4- V> r\ 


JDXjriiD X A 


iN^OX kjj. 


rrR^I ft 9Q 


Dj_iriiD± score 


1 ft R 
loo 


£j Value 


o • UC 11 


Match length 


O X 


% identity 


R 1 
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ri^no-rf-l 1 

^JO\J\Ji- l_ X. J 


Seq. No. 


299529 


Seq. ID 


LIB3154-005-Q1-K1-H9 


Method 


BLASTN 


NCBI GI 


g22537 


BLAST score 


127 


E value 


2.0e-65 


Match length 


175 


% identity 


68 


NCBI Description 


Maize mRNA for zein polypeptide (clone M6) 



Seq. No. 299530 



42123 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3154-006-Q1-K1-C12 

BLASTX 

g82660 

190 

6.0e-18 

91 
62 

19K zein precursor (clone ZG31A) ■ 
>gi_809117_emb_CAA24720_ (V01473) 



■ maize (fragment) 
zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299531 

LIB3154-006-Q1-K1-C3 

BLASTN 

gl68704 

87 

3.0e-41 

161 
91 

Zea mays zein protein gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299532 

LIB3154-006-Q1-K1-E5 

BLASTX 

g224508 

360 

2.0e-34 

103 

75 



NCBI Description zein A20 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299533 

LIB3154-007-Q1-K1-C1 

BLASTN 

gl68425 

187 

1.0e-101 

215 

97 

Zea mays brittle-1 protein 



(btl) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299534 

LIB3154-007-Q1-K1-C4 

BLASTX 

gl41603 

418 

4.0e-41 

115 
79 

ZEIN-ALPHA PRECURSOR 
>gi_7 231 ljpi r Z I ZM2 



(19 KD) (CLONE A20) 

19K zein precursor (clone A20) 



- maize 



>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



299535 

LIB3154-007-Q1-K1-D6 

BLASTX 

g224508 

338 



42124 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



8.0e-32 

81 
89 

zein A20 



iZea mays] 



(M72708) zein protein [Zea 



299536 

LIB3154-007-Q1-K1-E3 

BLASTX 

g419803 

196 

2.0e-15 

80 
53 

zein protein - maize >gi_168705 
mays] 

299537 

LIB3154-007-Q1-K1-E6 

BLASTX 

gl68691 

273 

3.0e-24 

99 

58 

(M29628) zein [Zea mays] 



299538 

LIB3154-007-Q1-K1-E8 

BLASTX 

gl21472 

140 

4.0e-18 

69 

68 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2 ) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9__ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

299539 

LIB3154-007-Q1-K1-E9 

BLASTN 

g4140643 

71 

9.0e-32 

231 

58 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

299540 

LIB3154-007-Q1-K1-F6 

BLASTX 

gl41617 

356 



42125 



E value 
Match length 
% identity 
NCBI Description 



5.0e-34 

106 

62 

ZEIN-BETA PRECURSOR (2EIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



OC^i IN \J • 


299541 




T.TR31 S4-007-O1-K1-G1 




BLASTN 


VIpDT PT 




BLAST score 


111 


E value 
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rid H_I1 xtriiy i-ii 


219 


^ laentiLy 


O 0 


NUoi. L>e script ion 
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JjlDJlJ^l UU / ^1 lVI uO 


L v ietxioa 




NCBI bl 


or1 £Q R 

gi DO OOO 


BLAST score 


162 


E value 


5.0e-86 


Match length 




% identity 


O / 


NCBI Description 


LYiaize id Kua zein z mrviNfi/ compici-c ^us 


beq. no. 


z y y o 4 o 


beq. ID 


lilr>ol0 4 — UUo v-L Jtxl axZ. 


RiT/-\ -4— V» 


JDliriO UN 


NL-iSl bl 


gi dodju 




43 


E value 


4.0e-15 


Match length 


91 


% identity 


87 


NCBI Description 


Maize zein mRNA, complete cds, clone ZG124 


Seq. No. 


299544 


Seq. ID 


LIB3154-010-Q1-K1-A7 


Method 


BLASTN 


NCBI GI 


g535019 


BLAST score 


43 


E value 


6.0e-15 


Match length 


53 


% identity 


48 


NCBI Description 


Z.mays Zdl tandem genes for zein Zdl (19 kDa 



Seq. No* 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299545 

LIB3154-010-Q1-K1-B1 

BLASTN 

gl68673 

156 

2.0e-82 

189 

97 



42126 



NCBI Description Maize 19 kDa zein mRNA, clone CZ19B1, complete cds 





299546 


oeq. Lu 


T.TR^I 0-O1 -K1-B6 






NCBI GI 


gl41608 


BLAST score 


143 


Hi V alUC 


5 . Oe-09 




46 


s lueiiLiuy 






ZEIN- ALPHA PRECURSOR (19 KD) 




7ai T) 1 QK" — mAi 7A >rn 99446 PT 

Z. v2 _L i i ^ X ILL a. 1 Zi" ^y_L t.£iTT v CL 






O tS ^ * in v>> • 


299547 


Seq. ID 


LIB3154-010-Q1-K1-C3 


Method 


BLASTX 


TJpRT (IT 






203 








40 


"6 iaent.iLy 


i on 


jnudi Description 




IN Vj • 


299548 


Seq* ID 


LIB3154-010-Q1-K1-F5 


Method 


BLASTX 




rrl 1 R9n^R 


ri.LA.ol score 


1 QP 

1 JO 


E value 


q no— i r 

O . US -LO 


Mat ch length 




% identity 


11 


NLoJ. Description 


fY^^££1 ^ 99 L-n tdi r> r7/ia maws 


JCLj. IN \J * 


299549 


Seq. ID 


LIB3154-010-Q1-K1-F6 


Method 


BLASTN 


KTPDT (IT 






*j *± 


£j Value 


9 n^-91 


Mafoh 1 on rrf" Vi 
rlaLull xciiy til 


62 


^ laenuity 




jnujdi uescripiion 




ofcsq. IN (J. 


^ ^ y *j 


Seq. ID 


LIB3154-010-Q1-K1-G5 


Method 


BLASTX 


Mp-RT (IT 

1N^.D1 ul 




i3J_Lrt.o i score 


1 68 
iuo 


E value 


/ . ue 


Match length 


49 


% identity 


73 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


299551 


Seq. ID 


LIB3154-010-Q1-K1-H8 


Method 


BLASTX 



(PMS1) >gi 



100943_pir_ 
' (X53582) 



_S15655 
19 kDa 



4 [Zea mays] 



clone ZG124 



42127 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl41597 
192 

1.0e-14 

49 

76 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545__emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 

299552 

LIB3154-011-Q1-K1-C12 

BLASTN 

gl037129 

308 

1.0e-173 

392 

95 

( gamma- zeinA) =opaque2 modifier {5 1 region} [Zea mays=maize, 
Tuxpeno CMS 450, mRNA Partial, 1889 nt] 

299553 

LIB3154-011-Q1-K1-D4 

BLASTX 

g82654 

161 

2.0e-ll 

53 

60 

10K zein precursor - maize >gi__22541_emb_CAA30409_ (X07535) 
lOkDa zein (AA 1 - 150) [Zea mays] 

299554 

LIB3154-011-Q1-K1-F9 

BLASTX 

gl41608 

251 

2.0e-21 

103 

54 

ZEIN-ALPHA PRECURSOR {19 KD) (PMS1) >gi_100943_pir S 15 655 

zein, 19K - maize >gi_2244 6_emb_CAA37651_ (X53582) 19 kDa 
zein [Zea mays] 

299555 

LIB3154-011-Q1-K1-G7 

BLASTX 

gl41601 

168 

7.0e-12 

66 

62 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE GZ19AB11) 

>gi_82657_jpir S03417 19K zein precursor (clone gZ19ABll) - 

maize >gi_22543_emb_CAA29340_ (X05911) 19 kd alpha zein (AA 
1 - 234) [Zea mays] 



42128 





__, _7 _7 ^/ _> U 








Spa TD 


LIB3154-013-O1 


-Kl-Al 






Mpt hod 


BLASTN 








NCBI GI 


g22514 








BLAST score 


69 








Tra 1 no 
J™> value 










L\iCl L. Oil -LtJIly Uli. 


964 








^ _HJ.tr I i L J. i_ y 


0 X 








NCBI Description 


Maize Zcl aene 


for Zein 


Zcl 


(14 












Spa TD 

k->ev^» XL/ 


LIB3154-013-O1 

XJ X. i—> > J- *J V X. w 1 ^ X. 


-K1-B12 








BLASTN 








NCBI GI 


g22514 








BLAST score 


67 








i-t vai ue 










_ v ia.X.CIi Icily ull 


9 R R 
ZOO 








*o luenLity 


ft9 








KIPRT Dp^rri tit i or* 


X 1CJ.-L. -_>e -t _<x y C11C 


"Pot 7>p 1 n 

XWX UCXli 


Zcl 


f 14 

^ X *± 




__, ^^J jo 








Qprj Tf) 
ocy 1 x u 


T.TR^I S4-01 3-D1 

XJ X XJ J X J 7 \J X \J X 


-K1-B6 






Lie L.11^/VJ. 


BLASTN 

xj 1 ir_u x ly 








NCBI GI 


gl061304 








BLAST score 


54 








E value 


/ • ue 








L v iaLcn j_eny un 


1 49 
1 fi __, 








«i >-4 t"\ 4— t +- » t 

■5 lueriLiiy 


ft R 










/J • It LCI y O _-l i_> XT "iUJ 


rrpnp f nr 


zein 




C a <T "NT/*<i 

DeCJ • 1MU ■ 










Spa TO 


LIB3154-0 13-01 

XtXIJ JX J? UX J x. 


-K1-C5 






l v _e UilvJU 


DxxriO 1 _r_. 








NCBI GI 


g2832247 








BLAST score 


267 








E value 


Z . Ue iJ 








i v ia Lcn leiigtn 


ft 7 
0 / 








% identity 










INk^-DX UCSL-I lptlUll 


f AFfi^l Rf^Q^ 9 9- 

\rir U O X O \? -3 J -l -1 


A.l_/C± ClXiL/IlCl 


2 exn 


i n 

X u 


Q £i/-r Ma 
OctJ . LNG . 










oey. x u 


JjXDJlJI UX_> SdX 


_p7 

XV X O / 






Mpthnd 


BLASTN 








NCBI GI 


g22514 








BLAST score 


252 








E value 


1.0e-139 








Match length 


340 








% identity 


94 








NCBI Description 


Maize Zcl gene 


for Zein 


Zcl 


(14 



kD zein-2) 



kD zein-2) 



[Zea mays] 



kD zein-2) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



299561 

LIB3154-013-Q1-K1-E1 

BLASTX 

g419803 

278 

9.0e-25 
108 



42129 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



53 

zein protein 
mays] 



maize >gi_168705 (M72708) zein protein [Zea 



299562 

LIB3154-013-Q1-K1-E5 

BLASTX 

g4519539 

207 

2.0e-16 

86 

52 

(AB016256) 
domestical 



NAD-dependent sorbitol dehydrogenase [Malus 



299563 

LIB3154-013-Q1-K1-G1 

BLASTX 

gl41603 

476 

6.0e-48 

119 

85 

ZEIN- ALPHA PRECURSOR 
>gi_7 231 l_pir Z I ZM2 



{19 KD) (CLONE A20) 
19K zein precursor 



clone A20) - maize 



>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 
299564 

LIB3154-014-Q1-K1-B2 

BLASTN 

gl68652 

114 

2.0e-57 

261 

90 

Maize amyloplast-specif ic transit protein (waxy; wx+ 
locus), complete cds 

299565 

LIB3154-014-Q1-K1-C4 

BLASTX 

g567893 

176 

6.0e-13 

79 

48 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 

299566 

LIB3154-014-Q1-K1-D10 

BLASTX 

gl68701 

167 

4.0e-12 

66 

59 



42130 



NCBI Description (M60837) zein [Zea mays] 



Seq. No. 


zyyoo / 


C s~r T Pi 

beq. lu 


t m^i e;/— m A— Pii — 'K'l — nc> 

J_ilr>,3±3 4~U14 — vji—iM — JJZ 


Method 


BLASTX 


NCBI GI 


g567893 


hsii/ioi score 


ID / 


E value 


i . ue-iu 


Matcn lengtu 


1 f 


% identity 


A ^ 


NCBI Description 






[Cloning vector] 


oeq • wo . 


Z JJJDO 


Seq. ID 


LIB3154-014-Q1-K1-D7 


Method 


BLASTX 




rxl £537 01 

gioo / u 1 


BLAbl score 


4 04 


E value 


1 . Ue-4 0 


Match length 


ill 
111 


CL J_3 nn J— J 4... 

s identity 


q 7 
0 / 


NCBI Description 


(jyiDUoo/; zein 16BS. maysj 


beq* wo. 


zy yo oy 


Seq. ID 


LIB3154-014-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


glDooyl 


BLAST score 


240 


E value 


1 . Oe-20 


Match length 


0 b 


% identity 


62 


NCBI Description 


(Mz9bzo) zein [Zea mays] 


oeq. no. 




Seq. ID 


LIB3154-014-Q1-K1-E7 


Method 


BLASTN 


NCBI GI 


gz24 4 / 


BLAST score 


1U1 


E value 


y . ue-ou 


Match length 


Ho 


% identity 


97 


NCBI Description 


Zea mays ZMPMS2 gene for 


Seq. No. 


zy9o /l 


Seq. ID 


LIBolb4-U14-Ql-Kl-Hl 


Method 


BLAb 1 JN 


NCBI GI 


g4lob Juo 


BLAST score 


85 


E value 


4.0e-40 


iyiaT.cn iengn.n 




% identity 


82 


NCBI Description 


Zea mays cosmid IV.1E1 22 




(sz22-21) gene, complete 




protein, polyprotein, and 




cds; and unknown genes 


Seq. No. 


299572 



42131 



Seq. ID 


LIB315 4-014 -Q1-K1-H10 




BLASTX 


NCBI GI 


gl68664 


BLAST score 


308 


F vs 1 no 

J_j V dx Lie 


2 Oe-28 


rid U L-ii XCA.iyL.ll 


78 


2- ■! Hon "i~ i 1* w 
o x(j.eiiuxL.y 


78 




(M13507} zein orotein orecursor TZea iriavsl 


oeq * iNO . 




^orr TO 

Oe\J » X L-* 


LIB3154-014-O1-K1-H11 

X-i X i—f _J X -*J ^ W _1_ ^ ^ 1 1\- J- 1111 


ricxnoci 


RT.A^TNT 

D i_iiT.O 1 LN 


NCBI GI 


gl68665 


BLAST score 


81 


Hi value 


S Op-38 


riaLCii xeiiy l.ii 


X L/ J 


9- -i ^ vs 4- -1 4-ty 

^ xtieii l.x L.y 




M/^R T n&Qpri n't - 1 on 
LNvDJ. ucouiiptiun 


Ms i 7P 1 fi— kn^ 7oi n-? ttiRNA. conrolete cds 


oeq. mo. 


9 QQR7 A 


OCv^ • XL/ 


LTB3156-001-O1-K1-A10 


TWT 4— V-i /~\ 




ox 


rr799fi7 


oxirio j. olui e 




E value 


5.0e-54 


Match length 


117 


Q* T TO ^ "1 T 7 

^ iaenT-.ii,y 


on 


NL/Di uescnpuion 






t rrayxueni, ) /gi ±0/0/ / il v iiujuj] xeyuiuj-ii pictuio 




Vi t vcnt"nTTil 
X1XX oUUUULJ 


oeq. wo. 


OQQR7 t; 


Dcl|. xiJ 


T.TR^I Rfi-Oni -01 -K1 -A1 1 


Met" HoH 


RT.ASTN 


NCBI GI 


g2642323 


BLAST score 


38 


Hj value 


^ rio-T 9 


ft/T ^ "I - /"^< V* ~\ zzki^i Vi 

lyiax en Xciiycxi 


'a 0 


% identity 


y 0 


iNL^.DX UcOUIipLiUil 




beq. ino. 




Crirr T n 
oeq. j-U 




lie L.llVJV^t 


BLASTX 


NCBI GI 


gl561774 


BLAST score 


504 


TT wa lno 
£j V cix. He 




l v iaLCIi J_cliyL.Ii 


1 HQ 

± U -7 


& T /"\ T^l "1™ 1 4» TT 

? iaeni,ii.y 


0 0 


in^qx uescr ipt-iuii 


^^^^'749^^^ Tnal a+*Q H QViTrHrnrron sea rVi l"i q Tri n i "Fpts 1 
^ UO / t^O J lualaLc Ueiiytix^jy cXXcLoc [ VILlo viiiiiciaj 


beq. ino. 


iyyo / / 


Seq. ID 


LIB3156-001-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g4588906 


BLAST score 


167 


E value 


4.0e-12 



42132 




Match length 65 

% identity 58 : 

NCBI Description (AF118149) ribosomal protein S7 [Secale cereale] 

Seq. No. 299578 

Seq. ID LIB3156-001-Q1-K1-C10 

Method BLASTX 

NCBI GI gl31015 

BLAST score 4 69 

E value 4.0e-47 

Match length 112 

% identity 73 



NCBI Description PATHOGENESIS -RELATED PROTEIN R MAJOR FORM PRECURSOR 

(THAUMATIN-LIKE PROTEIN E22) >gi_100385_pir JH0230 

pathogenesis-related protein R precursor - common tobacco 
>gi_19855_emb_CAA33293_ (X15224) thauma tin- like protein 
[Nicotiana tabacum] >gi_19980_emb_CAA31235_ (X12739) 
pathogenesis-related protein R (AA 1 - 226) [Nicotiana 
tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299579 

LIB3156-001-Q1-K1-C11 

BLASTX 

g3850999 

245 

8.0e-21 

79 

71 

(AFO 69908) pyruvate dehydrogenase El beta subunit isoform 1 
[Zea mays] 



Seq. No. 


299580 


Seq. ID 


LIB3156-001-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl350956 


BLAST score 


230 


E value 


2.0e-19 


Match length 


62 


% identity 


85 


NCBI Description 


40S RIBOSOMAL PROTEIN S20 (S22) 


Seq. No. 


299581 


Seq. ID 


LIB3156-001-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


g2618721 


BLAST score 


155 


E value 


3.0e-10 


Match length 


70 


% identity 


46 


NCBI Description 


(U49072) IAA16 [Arabidopsis thaliana 



Seq. No. 299582 

Seq. ID LIB3156-001-Q1-K1-F9 

Method BLASTX 

NCBI GI gl419370 

BLAST score 302 

E value 2.0e-27 



42133 





/ u 


% xdentxty 


P A 
0 4 


jnudx uescrxpuxon 


/ /ZD/ aciin uepoxyiuerx zxiiy ldtcui L^" d xuetyoj 


beg, NO. 


z y yooj 




T.TR^I Rfi-ODI -D1 -K1 -HQ 




RT.A^ITX 

DJJTIU i. /V 


NCBI GI 


g2462927 


BLAST score 


241 


E value 


9 n*=-9n 

Z • Uc Z U 


V/T o "I - V* "1 /srirfHT*! 

naucn xengun 


-7 U 






MfR T Flo Q C' r* i t^H — "l Pin 


( Y 1 H "3 4 9 ^ m t +■ al-i ttq aTniH^«& r Z\ i" a H "i HriTi ci q "hVi^li^nal 
| iiujii ^ piiLaLi vc aiiLiuaoc [_ r\±- caj J- kjlkj^j 0 _l 0 una. nana j 


beq . JMO . 


9 QQCQ A 




t.tr^i Rfi— nm -m — ki -hi 9 


Mot" Vi 


JD JLlTIO 1 A. 


NCBI GI 


gll07526 


BLAST score 


310 


Ej ValUc 


x • ue z o 


Match length. 


q c; 

0 0 


% identity 


oo 


NCBI Descrxptxon 


vAo/yoxj oXJtjjrXXi protexn [oeua vuxgarxsj 


Seq. No. 


zy yooo 


oeq* iu 


lidjIjD uui i\i nj 


ri© UXiOQ 


OXiriO 1 A 


NCBI GI 


g2467088 


BLAST score 


181 


E value 


z . ue _ i j 


Match length 


oo 


% identity 


OU 


NCBI Description 


/7\ THAI Q1 1 \ —^4.-4. J Tr - ni»-0 r7\v-\V\-i r-J <-> 4 --1 -4- U, 1 -i 1 

(iiuuuxyxx; puratxve ckcz [AraDxaopsis unaxxanaj 


Seq. No. 


zyyooD 




T TR?1 ^£—009-01 -TH — Al 9 
LtXDJl JD UUZ v-L ".X riXZ 


L1C L,llWvJ. 




NCBI GI 


g2673918 


BLAST score 


194 


E value 


/ • ue xo 


Mat ch length 


4 0 


% identity 


T 0 

/ 0 


NCBI Description 


(AC0025 61) unknwon protein [Arafc)idopsis thaliana] 


Seq. No. 


zyyoo / 


oeq. ±u 


XjXJDjXO D UUZ ^X I\X £30 


rlc UI1UU. 


OLiriO L LN 


NCBI GI 


g2208987 


BLAST score 


100 


iii vcixue 


. ue *± y 


Match length 


X / 0 


5 xdentxty 


yu 


NCBI Description 


Z.mays mRNA for signal recognition particle subunit 


Seq. No. 


299588 


Seq. ID 


LIB3156-002-Q1-K1-D4 


Method 


BLASTX 



42134 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll73194 
322 

8.0e-30 

88 

68 

30S RIBOSOMAL PROTEIN S13, CHLOROPLAST PRECURSOR (CS13) 

>gi_2119093_pir S59594 ribosomal protein S13 precursor, 

chloroplast - Arabidopsis thaliana >gi_16767_emb_CAA7 9013_ 
(Z17611) chloroplast 30S ribosomal protein S13 [Arabidopsis 
thaliana] >gi_662869_emb_CAA88028_ (Z47986) chloroplast 
ribosomal protein S13 [Arabidopsis thaliana] 
>gi_1107483_emb_CAA63021_ (X91955) 30S ribosomal protein 
S13 [Arabidopsis thaliana] >gi__1515107_emb_CAA60413_ 
(X86734) plastid ribosomal protein S13 [Arabidopsis 
thaliana] 



Seq. No. 




Seq. ID 


T TnOI C f ArvO Oil TS 1 TP 1 C\ 

LIBJ1od-UU^-Q1-K1-E1U 


Method 


BLASTN 


NCBI GI 


g603189 


BLAST score 


88 


E value 


6. Oe-42 


Match length 


140 


% identity 


91 


NCBI Description 


Zea mays translation initiation factor e 




complete cds 


Seq. No. 


299590 


Seq. ID 


LIB3156-002-Q1-K1-F5 


Method 


BLASTN 


NCBI GI 


gll77368 


BLAST score 


246 


E value 


1 . Oe-loo 


Match length 


o o o 


% identity 




NCBI Description 


Z.mays mRNA for ribosomal protein L39 


Seq. No. 


299591 


Seq. ID 


LIB3156-002-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


335 


E value 


2.0e-31 


Match length 


86 


% identity 


79 


NCBI Description 


(AF034945) glycine-rich RNA binding prot 


Seq. No. 


299592 


Seq. ID 


LIB3156-002-Q1-K2-A12 


Method 


BLASTX 


NCBI GI 


g2 673918 


BLAST score 


157 


E value 


2.0e-10 


Match length 


46 


% identity 


65 


NCBI Description 


(AC002561) unknwon protein [Arabidopsis 



[Zea mays] 



42135 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299593 

LIB3156-002-Q1-K2-B10 

BLASTX 

gll72818 

218 

1.0e-17 

45 
91 

40S RIBOSOMAL PROTEIN S16 >gi_538428 (L36313) ribosomal 

protein S16 [Oryza sativa] >gi_1096552_prf 21114 68A 

ribosomal protein S16 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299594 

LIB3156-002-Q1-K2-B11 

BLASTX 

gll72818 

203 

5.0e-16 

45 
87 

40S RIBOSOMAL PROTEIN S16 >gi_538428 (L36313) ribosomal 

protein S16 [Oryza sativa] >gi_1096552_prf 21114 68A 

ribosomal protein S16 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299595 

LIB3156-002-Q1-K2-G8 

BLASTX 

g3080420 

167 

4.0e-12 

50 

64 

(AL022604) 
thaliana] 



putative sugar transporter protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299596 

LIB3156-003-Q1-K1-D11 

BLASTN 

gl68577 

69 

2.0e-30 

158 

91 

Maize phospholipid transfer protein mRNA, 



end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299597 

LIB3156-003-Q1-K1- 

BLASTN 

g4218534 

37 

1.0e-ll 

61 

90 

Triticum sp. mRNA 



D5 



for GRAB1 protein 



Seq. No. 
Seq. ID 



299598 

LIB3156-003-Q1-K1-E4 



42136 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g2618699 

191 

1.0e-14 

101 
38 

(AC002510) 



unknown protein [Arabidopsis thaliana] 



299599 

LIB3156-003-Q1-K1-F3 

BLASTX 

gl040877 

477 

4.0e-48 

121 
69 

(U30460) expansin S2 precursor [Cucumis sativus] 
299600 

LIB3156-004-Q1-K1-B12 

BLASTX 

gll72813 

149 

5.0e-10 

45 

64 

60S RIBOSOMAL PROTEIN L10-2 (PUTATIVE TUMOR SUPRESSOR SG12) 

>gi_1076752_pir S49596 ribosomal protein LlO.e, cytosolic 

- rice >gi_575357_emb_CAA5734 0_ (X81692) putative tumor 
supressor [Oryza sativa] 

299601 

LIB3156-004-Q1-K1-B4 

BLASTX 

g3395938 

241 

2.0e-20 

103 

29 

(AF076924) polypyrimidine tract-binding protein homolog 
[Arabidopsis thaliana] 

299602 

LIB3156-004-Q1-K1-C1 

BLASTX 

g4104056 

520 

4.0e-53 

113 

81 

(AF031194) S276 [Triticum aestivum] 
299603 

LIB3156-004-Q1-K1-C10 

BLAST N 

gl68436 

82 



42137 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-38 

142 

89 

Zea mays catalase (Cat3) gene, complete cds 
299604 

LIB3156-004-Q1-K1-C3 

BLASTX 

g2344871 

225 

1.0e-18 

92 
48 

(AJ001270) purple acid phosphatase precursor [Phaseolus 
vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299605 

LIB3156-004-Q1-K1-C6 

BLASTX 

gl732511 

410 

4.0e-40 

124 

65 

(U62742) Ran binding protein 
thaliana] 



1 homolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299606 

LIB3156-004-Q1-K1-C7 

BLASTX 

g2695711 

160 

7-0e-ll 

62 
50 

(AJ001370) cytochome b5 [Olea europaea] 
299607 

LIB3156-004-Q1-K1-C9 

BLASTX 

g3126965 

206 

5.0e-17 

118 

45 

(AF061806) basic chitinase [Elaeagnus umbellata] 
299608 

LIB3156-004-Q1-K1-D6 

BLASTX 

g3913427 

345 

1.0e-32 

123 
58 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi 1532073 emb CAA69075_ (Y07767) 



42138 




S-adenosylmethionine decarboxylase [Zea mays] 





299609 


Seq. ID 


LIB3156-004-Q1-K1-G1 


Method 


BLASTX 


\rr t nT pt 
JNUox bl 




bijiibi score 


Z / ft 


iL vaxue 


J , UC Z ft 




X /- V 


% identity 


o o 


inujdx uescr lpi-ion 


r**h 1 oT-nr^iVi^rl 1 a /H— V^n nrli nrr T»T*Pt+" "i n S — q o vV^ T*l 
OIlXUx KJUlLy X J_ d/ u jJXJ.i<J.Xiiy piu Lcxii *j ouyjjcaij, 


Qorr Kin 


299610 


Seq, ID 


LIB3156-004-Q1-K1-H3 


Method 


BLASTN 


MfRT fJT 


y £. j u 


JjXiriO 1 bCUIc 


O I 


E value 


9 Ho— 1 1 
Z . Uc 11 


T\Vr ^ 4* Vi 1 an /™r"f- V\ 

riatcn xenyT-n 


^7 


% identity 


i nn 

1UU 


jnudi uescripcion 


LYldlZc ilX IllJtxLNri XUX XIX IlXo LullcS 


oeq. in o • 


9QQ61 1 


Seq. ID 


LIB3156-005-Q1-K1-B3 


Method 


BLASTX 


NLBI bl 




BLAST score 


t 9 n 


E value 


1 . ue-zy 


Match length 


izd 


% identity 


oz 


NCBI Description 


^f\J_iU Z X 1 X 1 } nypOuilcTlXCaX pxOT^cXIl L^xciJJXU.upoXo UIla-LlailaJ 


beg. wo. 


z r :?OXZ 


Seq. ID 




Metnoct 


DT 7\ nmy 

rJLiAo i A 


NCbl bi 


or9 ^^^QQ 


BLAST score 


309 


E value 


2. 0e-28 


Match length 


yu 


% identity 


DJ 


NCBI Description 


TDVDCTM /TTTi.r'T'fM? VTTZi TWUTRTTOD PDFPTTRQOR / HZlf^FMJl'NI T^HPTDR 

IKI rbxN/ h ftUiUK Axx/i INnlDllUK rK&UUKovjK \ nfiolljri/ilN rii^iur\ 


TWHTRTTOT^ ^PHFT^ >rrn ni r TT7M1 trvnsin/factor X" 
XLNxixiDX x \j£\) \ ^nr x } ^yi uoo'i ^ J- x zj l\l _l Lj *j[r 0 - Lii ' j_a.^<-wj- ^i.. 




inniDitor precursor inaxze ^cji zzoz / cilud ^r\r)LO / 




^A04UD4; corn nageman lactor mniDitor [zjca niaybj 


oeq. jno. 




Seq. ID 


LIBJloo-UUb-Ql-Kl-Dz 


Method 


BLASTX 


NLdI Vjx 


1 q i 


rsixno i score 


*i o _/ 


E value 


1.0e-43 


Match length 


110 


% identity 


78 


NCBI Description 


PEPT IDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 


(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 




>gi 68408 pir CSZM peptidylprolyl isomerase (EC 5,2.1.1 




maize >gi 168461 (M55021) cyclophilin [Zea mays] 



42139 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 
299614 

LIB3156-005-Q1-K1-E1 

BLASTX 

g!184776 

164 

6.0e-12 

39 
82 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



299615 

LIB3156-005-Q1-K1-G3 

BLASTX 

g2832247 

149 

3.0e-14 

78 

65 

(AF031569) 22-kDa alpha 



zein 10 [Zea mays] 



299616 

LIB3156-005-Q1-K1-G9 

BLASTX 

g498040 

212 

6.0e-17 

65 

66 

(L33793) ORF [Senecio odorus] 
299617 

LIB3156-006-Q1-K1-B10 

BLASTX 

g2894568 

167 

7.0e-12 

69 

43 

(AL021890) putative protein [Arabidopsis thaliana] 
299618 

LIB3156-006-Q1-K1-E9 

BLASTN 

g452340 

255 

1.0e-141 

275 
99 

Z.mays mRNA for type II light-harvesting chlorophyll 
a/b-binding protein 

299619 

LIB3156-007-Q1-K1-A7 
BLASTN 



42140 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g758352 
79 

2.0e-36 

182 

86 

Z.mays mRNA for cysteine synthase 
299620 

LIB3156-007-Q1-K1-B5 

BLASTX 

g322752 

311 

8.0e-29 

97 

58 

auxin-independent growth promoter 
>gi 559921_emb_CAA56570_ (X80301) 



- Nicotiana tabacum 

axi 1 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299621 

LIB3156-007-Q1-K1-C4 

BLASTX 

gll70508 

139 

8.0e-09 

50 

58 

EUKARYOTIC INITIATION FACTOR 4A-8 (EIF-4A-8) 

>gi_2119931_pir S60244 translation initiation factor 

eIF-4A.8, anther-specific - common tobacco 
>gi_475219_emb_CAA55639_ (X79004) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 

>gi_475221_emb_CAA55640_ (X79005) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 

299622 

LIB3156-007-Q1-K1-F10 

BLASTX 

g2440160 

174 

2.0e-12 

73 

48 

(Y14836) beta-galactosidase [Phagemid cloning vector 
pTZ19U] 

299623 

LIB3156-007-Q1-K1-F8 

BLASTX 

gl709619 

220 

6.0e-21 

92 

64 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) / 
DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE-PROTEIN GLYCOTRANSFERASE 
(GLYCOSYLATION SITE-BINDING CHAIN) (GSBP) 
>gi_214 6814_pir S69181 protein disulfide isomerase (EC 



42141 



5.3.4.1) precursor - maize >gi_625148 (L39014) 
disulfide isomerase [Zea mays] 



protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299624 

LIB3156-007-Q1-K1-H10 

BLASTX 

g626042 

178 

4.0e-13 

51 
65 

beta-glucosidase, root meristem (EC 3.2, 
maize >gi_435313_emb_CAA52293_ (X74217) 
[Zea mays] 



1.-) precursor - 
beta-glucosidase 



299625 

LIB3156-007-Q1-K1-H3 

BLASTX 

g3334222 

164 

2.0e-12 

61 

69 

4 -HYDROXYPHENYLPYRUVATE DIOXYGENASE (4HPPD) (HPD) 
>gi_2695710_emb_CAA04245_ (AJ000693) 

4-hydroxyphenylpyruvate dioxygenase [Hordeum vulgare] 
299626 

LIB3156-008-Q1-K1-B3 

BLASTX 

gl346882 

381 

1.0e-36 

105 

69 

PHYTOENE SYNTHASE PRECURSOR (MEL5) >gi_2129505_pir S56668 

geranylgeranyl-diphosphate geranylgeranyltransf erase (EC 
2.5.1.32) precursor - muskmelon >gi_870985__emb_CAA85775_ 
(Z37543) phytoene synthase [Cucumis melo] 

299627 

LIB3156-008-Q1-K1-C3 

BLASTX 

gll73347 

272 

6.0e-24 

61 

89 

SEDOHEPTULOSE-1, 7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BI SPHOSPHATASE ) ( SBPASE ) (SED (1,7) P2 ASE ) 

>gi__100803_pir S23452 sedoheptulose-bisphosphatase (EC 

3.1.3.37) precursor - wheat >gi_14265_emb_CAA4 6507__ 
(X65540) sedoheptulose-1, 7-bisphosphatase [Triticum 

aestivum] 



Seq. No. 
Seq. ID 



299628 

LIB3156-008-Q1-K1-D11 



42142 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3451075 

247 

5.0e-21 

132 
36 

(AL031326) 



putative protein [Arabidopsis thaliana] 



299629 

LIB3156-008-Q1-K1-H12 

BLASTX 

g3128177 

218 

1.0e-17 

107 
47 

(AC004521) unknown protein [Arabidopsis thaliana] 
299630 

LIB3156-009-Q1-K1-B6 

BLASTX 

gl33867 

197 

3.0e-15 

98 

44 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 

299631 

LIB3156-009-Q1-K1-B8 

BLASTX 

gl33867 

224 

2.0e-18 
56 

40S RIBOSOMAL PROTEIN Sll >gi_82722__pir S16577 ribosomal 

protein Sll - maize >gi_22470__emb_CAA39438__ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



299632 

LIB3156-009-Q1-K1-C4 

BLASTN 

g236729 

40 

4.0e-13 

76 

84 

metallothionein homologue [Zea mays, 
299633 

LIB3156-009-Q1-K1-C9 

BLASTX 

g2384669 

155 



Genomic /mRNA, 1859 nt] 



42143 



E value 
Match length 
% identity 
NCBI Description 



3.0e-10 

45 

64 

(AF012656) putative potassium transporter AtKTlp 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299634 

LIB3156-009-Q1-K1-E9 

BLASTX 

g2146732 

458 

8.0e-46 

118 

39 

FK506-binding protein - Arabidopsis thaliana >gi_137339* 
(U57838) rofl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299635 

LIB3156-009-Q1-K1-H11 

BLASTX 

g!15833 

340 

2.0e-32 

77 

78 

CHLOROPHYLL A-B BINDING PROTEIN CP24 10A PRECURSOR 

(CAB-10A) (LHCP) >gi_100195_pir S11877 chlorophyll 

a/b-binding protein CablOA - tomato >gi_170394 (M32605) 
a-binding protein [Lycopersicon esculentum] 

299636 

LIB3156-010-Q1-K1-A1 

BLASTX 

g3036951 

528 

6.0e-54 

101 

98 

(AB012639) light harvesting chlorophyll a/b-binding protein 
[Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299637 

LIB3156-010-Q1-K1-B3 

BLASTX 

g531829 

214 

3.0e-17 

79 

53 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



299638 

LIB3156-010-Q1-K1-B7 

BLASTX 

gl34104 

148 



42144 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-10 

49 
67 

RUBISCO SUBUNIT BINDING- PROTEIN BETA SUBUNIT PRECURSOR (60 
KD CHAPERON IN BETA SUBUNIT) (CPN-60 BETA) 

>gi__99800_pir PW0007 chaperonin 62. 5K beta chain - rape 

plastid >gi_167117 (M35600) 60-kDa beta-polypeptide of 
plastid chaperonin-60 precursor [Brassica napus] 

299639 

LIB3156-010-Q1-K1-C8 

BLASTX 

g730510 

226 

1.0e-18 

103 
49 

RAS-RELATED PROTEIN RIC1 >gi_542150_pir S38740 GTP-binding 

protein - rice >gi__432607_gb_AAB28535__ (S66160) ras-related 
GTP binding protein possessing GTPase activity=ricl [Oryza 
sativa=rice, var. Yamahoushi, callus, Peptide, 202 aa] 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299640 

LIB3156-010-Q1-K1-D9 

BLASTX 

g!550814 

301 

1.0e-27 

89 

71 

(Y07959) 60S acidic ribosomal protein P0 [Zea mays] 
299641 

LIB3156-010-Q1-K1-E2 

BLASTN 

g4079799 

34 

2.0e-09 

62 

89 

Oryza sativa S-phase-specif ic ribosomal protein (RSPSP94) 
mRNA, complete cds 

299642 

LIB3156-011-Q1-K1-A2 

BLASTX 

g2497492 

362 

1.0e-34 

113 

64 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_1653646_dbj_BAA18558_ (D90915) uridine 
monophosphate kinase [Synechocystis sp.] 



Seq. No. 



299643 



42145 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3156-011-Q1-K1-A5 

BLASTX 

g4539423 

143 

4.0e-09 

48 

54 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299644 

LIB3156-011-Q1-K1-B4 

BLASTN 

g2828011 

84 

2.0e-39 

116 

93 

Zea mays starch synthase I precursor (Ssl) mRNA, 
gene encoding plastid protein, complete cds 



nuclear 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299645 

LIB3156-011-Q1-K1-B5 

BLASTN 

g3450841 

47 

2.0e-17 

59 

95 

Oryza sativa mitogen activated protein kinase kinase (MEK1) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299646 

LIB3156-011-Q1-K1-C2 

BLASTX 

g2130105 

266 

1.0e-23 

78 

74 

histone H2A type 2 (clone wcH2A-4) - wheat 
>gi_536892_dbj_BAA07278_ (D38089) protein H2A [Triticum 
aestivum] >gi_5368 96_dbj_BAA07280_ (D38091) protein H2A 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299647 

LIB3156-011-Q1-K1-D1 

BLASTX 

g4151319 

230 

.4.0e-19 
48 
96 

(AF089084) putative auxin efflux carrier protein; AtPINl 
[Arabidopsis thaliana] 



Seq. No. 



299648 



42146 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3156-011-Q1-K1-D3 

BLASTX 

gll72811 

242 

8.0e-21 

65 

71 

60S RIBOSOMAL PROTEIN L10-1 (PUTATIVE TUMOR SUPRESSOR SC34) 

>gi_107 6751_pir S49575 ribosomal protein LlO.e, cytosolic 

- rice >gi_575355_emb_CAA57339_ (X81691) putative tumor 
suppresser [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299649 

LIB3156-011-Q1-K1-E2 

BLASTX 

gll73218 

142 

2.0e-ll 

59 

71 

40S RIBOSOMAL PROTEIN S15A >gi_440824 (L27461) ribosomal 
protein S15 [Arabidopsis thaliana] >gi_2150130 (AF001412) 
cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299650 

LIB3156-011-Q1-K1-G6 

BLASTX 

g3335365 

170 

3.0e-12 

91 

43 

(AC003028) 
thaliana] 



high affinity calcium antiporter [Arabidopsis 



Seq. No. 


299651 


Seq. ID 


LIB3156-012-Q1-K1-D11 


Method 


BLASTN 


NCBI GI 


gl68514 


BLAST score 


46 


E value 


9.0e-17 


Match length 


66 


% identity 


92 


NCBI Description 


Z.mays cl locus myb homologue cDNA, 


Seq. No. 


299652 


Seq. ID 


LIB3156-012-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2623300 


BLAST score 


297 


E value 


6.0e-27 


Match length 


98 


% identity 


57 


NCBI Description 


(AC002409) putative protein phosphat 




thaliana] 


Seq. No. 


299653 



42147 





LIB3156-013-O1-K1-A9 


Mo "i - Vi o rl 




NCBI GI 


g2662310 


BLAST score 


208 


T Tial no 
£j ValUc 


X * UtS X O 






% lUCllL.lLy 


Q7 




(AROOQ^fn^ bnwl rHordeum vulaarel 








LTB3156-013-O1-K1-C2 






NCBI GI 


g3152607 


BLAST score 


152 


Hi Va.XU.ti 




Ma •Hon 1 onrrfh 


45 


ti X(j.eIll.X L.y 


fin 




fAC004482} Dutative receotor kinase 


Cnrf "Mo 


J J U J J 


Seq. ID 


LIB3156-013-Q1-K1-C4 


Mof Vi or4 


RT.A^TX 


KffDT (IT 
LNL/DX OX 


y J / *± U .J \J 1 


BLAST score 


241 


E value 


9.0e-21 


Match length 


0 ft 


% identity 


DU 


NCBI Description 


[AJ; uydioo j signal recoynii.ion parti 




ULcuUI oUX [riXaJJXuupDXo Liiaxxaiict j 




_7 _? O-J D 


Seq. ID 


LIB3156-013-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2668744 


BLAST score 


265 


E value 


2.0e-23 


Match length 


75 



% identity 

NCBI Description 



67 

(AF034 94 6) ubiquitin conjugating enzyme [Zea mays] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299657 

LIB3156-013-Q1-K1-D6 

BLASTN 

g2582640 

37 

2.0e-ll 

65 

89 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



299658 

LIB3156-013-Q1-K1-E4 

BLASTN 

g236729 

153 

1.0e-80 



42148 



Match length 

% identity 

NCBI Description 



231 
91 

metallothionein homologue [Zea mays, Genomic /mRNA, 1859 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299659 

LIB3156-013-Q1-K1-G12 

BLASTX 

gl076758 

269 

1.0e-23 

108 
57 

heat-shock protein precursor - rye >gi_2130093_pir S6577 6 

heat-shock protein, 82K, precursor - rye 
>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 



Seq. No. 


299660 


Seq. ID 


LIB3156-013-Q1-K1-G6 


Method 


BLASTN 


NCBI GI 


g22292 


BLAST score 


37 


E value 


1.0e-ll 


Match length 


77 


% identity 


87 


NCBI Description 


Z.mays mRNA for glycine-rich protein 


Seq. No. 


299661 


Seq. ID 


LIB3156-014-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2499932 


BLAST score 


397 


E value 


1.0e-38 


Match length 


128 


% identity 


66 


NCBI Description 


ADENINE PHOSPHORIBOSYLTRANSFERASE 1 


(U22442) adenine phosphoribosyltrans 




aestivum] 


Seq. No. 


299662 


Seq. ID 


LIB3156-014-Q1-K1-F3 


Method 


BLASTN 


NCBI GI 


gl532072 


BLAST score 


163 


E value 


2.0e-86 


Match length 


186 


% identity 


97 


NCBI Description 


Z.mays mRNA for S-adenosylmethionine 


Seq. No. 


299663 


Seq. ID 


LIB3156-015-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gl419090 


BLAST score 


231 


E value 


2.0e-19 


Match length 


111 


% identity 


49 



(APRT) >gi__726305 



42149 



NCBI Description (X94968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299664 

LIB3156-015-Q1-K1-B10 

BLASTX 

gl044940 

387 

2.0e-37 

102 

74 

(X92422) fusion gene [Zea mays] 
299665 

LIB3156-015-Q1-K1-D11 

BLASTX 

g3212539 

147 

1.0e-09 

64 

50 

Chain A, Structure Of Human Isovaleryl-Coa Dehydrogenase At 
2.6 Angstroms Resolution: Structural Basis For Substrate 
Specificity >gi_3212540_pdbJLIVH_B Chain B, Structure Of 
Human Isovaleryl-Coa Dehydrogenase At 2.6 Angstroms 
Resolution: Structural Basis For Substrate Specificity 
>gi_3212541_pdb_lIVH_C Chain C, Structure Of Human 
Isovaleryl-Coa Dehydrogenase At 2.6 Angstroms Resolution: 
Structural Basis For Substrate Specificity 
>gi_3212542_pdb_HVH_D Chain D, Structure Of Human 
Isovaleryl-Coa Dehydrogenase At 2.6 Angstroms Resolution: 
Structural Basis For Substrate Specificity 

299666 

LIB3156-015-Q1-K1-E12 

BLASTN 

g4140643 

68 

8.0e-30 

120 
89 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

299667 

LIB3156-015-Q1-K1-F6 

BLASTX 

gll2994 

322 

7.0e-30 

71 

92 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 
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mays] 
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NCBI Description 
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NCBI Description 
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oeq. wo. 
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NCBI Description 


(At^uuooz4; unKnown protein L^^»-oioopsis 


oeq. wo. 


z y y o /i 


Seq. ID 


LIB3156-015-Q1-K1-H7 


Method 


BLAST N 


Nv^dI bi 


rrl 7 RQ R 4 
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BLAST score 
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E value 
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Match length 
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% identity 


yu 


NCBI Description 


u. sativa zoo large suounit rKWA, o ena 


oeq. wo. 


9 QQ£7 9 

z y y b / z 


Oc(| ( ± U 


ttd^i R£_m -K1 -A7 

iilDJiJv U -L vJ ^-L I\ J. ^1 / 


Method 


BLASTX 


NCBI GI 


gll5782 


BLAST score 


163 


E value 


4.0e-18 


Match length 


63 


% identity 


64 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 



[Arabidopsis 



TYPE I PRECURSOR 

(CAB) (LHCP) >gi_72747_pir CDWT chlorophyll a/b-binding 

protein precursor - wheat >gi_170674 (M10144) chlorophyll 
a/b-binding protein precursor [Triticum aestivum] 



Seq. No. 



299673 



42151 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3156-016-Q1-K1-B11 

BLASTX 

gl657621 

148 

1.0e-13 

96 
50 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299674 

LIB3156-016-Q1-K1 

BLASTX 

g542179 

494 

4.0e-50 

115 

83 

alpha tubulin 
chain - maize 
alpha tubulin 



-B8 



- maize >gi_629837_pir S39998 tubulin alpha 

(fragment) >gi_393401_emb_CAA52158_ (X73980) 
[Zea mays] 



299675 

LIB3156-016-Q1-K1-C9 

BLASTX 

g3914430 

400 

4.0e-39 

87 

86 

PROTEASOME EPSILON CHAIN PRECURSOR (MACROPAIN EPSILON 
CHAIN) ( MULT I CATAL YT I C ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi_2285800_dbj_BAA21650_ (D78172) 26S proteasome beta 
subunit [Spinacia oleracea] 

299676 

LIB3156-016-Q1-K1-D10 

BLASTX 

g!587206 

237 

2.0e-26 

122 
60 

T complex protein [Cucumis sativus] 
299677 

LIB3156-016-Q1-K1-D4 

BLASTX 

g4512616 

343 

2.0e-32 

83 

80 

(AC004793) Contains similarity to gi_1653332 extragenic 
suppressor (SuhB) from Synechocystis sp. gb_D90912 and is a 
member of the Inositol monophophatase family PF_00459. EST 
gb_AA597395 comes from this gene. [Arabidopsis tha 
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inudx Description 
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inudx Description 
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BLASTX 


NCBI GI 
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E value 
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Match length 
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% identity 
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NCBI Description 


(AF029858) cytochrome P450 CYP71E1 [Sorghum bicolor] 


Seq. No. 


299683 


Seq. ID 


LIB3156-017-Q1-K1-C10 


Method 


BLASTX 



42153 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl931647 
167 

1.0e-ll 

75 

45 

(U95973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299684 

LIB3156-017-Q1-K1-C5 

BLASTN 

g!67086 

34 

8.0e-10 

94 
84 

Hordeum vulgare photosystem I protein (PSI-L) 
complete cds 



mRNA, 



Seq. No. 


299685 


Seq. ID 


LIB3156-017-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g3776005 


BLAST score 


154 


E value 


1.0e-10 


Match length 


45 


% identity 


67 


NCBI Description 


(AJ010466) RNA helicase [Arabi< 


Seq. No. 


299686 


Seq. ID 


LIB3156-017-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


gll3621 


BLAST score 


264 


E value 


2.0e-23 


Match length 


66 


% identity 
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NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi__168420 (M16220) aldolase 
[Zea mays] >gi_2 95 8 50_emb_CAA31 3 66_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

299687 

LIB3156-017-Q1-K1-D6 

BLASTX 

g2764992 

166 

3.0e-18 

97 

55 

(Y08609) plasma membrane polypeptide [Nicotiana tabacum] 
299688 

LIB3156-017-Q1-K1-E12 
BLASTX 



42154 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



g2760334 
259 

2.0e-22 

83 
57 

(AC002130) F1N21. 



5 [Arabidopsis thaliana] 



299689 

LIB3156-017-Q1-K1-G11 

BLASTN 

g21892 

94 

1.0e-45 

134 

93 

T.aestivum (clone pTAU1.3) 
299690 

LIB3156-017-Q1-K1-H9 

BLASTN 

g312178 

181 

2.0e-97 

219 

96 



Ul snRNA 



NCBI Description Z.mays GapC2 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



299691 

LIB3156-020-Q1-K1-A10 

BLASTX 

g4587549 

225 

6.0e-19 

61 

69 

(AC006577) Similar to gb_U558 61 RNA binding protein 
nucleolysin (TIAR) from Mus musculus and contains several 
PF_00076 RNA recognition motif domains. ESTs gb_T21032 and 
gb_T44127 come from this gene. [Arabidopsis t 

299692 

LIB3156-020-Q1-K1-A7 

BLASTX 

g3687240 

323 

5.0e-30 

121 

50 

(AC005169) extensin-like protein [Arabidopsis thaliana] 
299693 

LIB3156-021-Q1-K1-D1 

BLASTX 

g2842698 

194 

2.0e-15 
48 



42155 




% identity 7 9 

NCBI Description PROBABLE ARP2/3 COMPLEX 20 KD SUBUNIT (P20-ARC) 

>gi_1644319_emb_CAB03609.1_ (Z81317) arp 2-3 complex 20kd 
subunit [Schizosaccharomyces pombe] 
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NCBI Description 


Z.mays mRNA for dehydrin (dhn3) 
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NCBI Description 


\AL/UU44Ulj unKnown protein [HiaDiuopsis tna.j_ic±nci j 
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[Secale cereale] 


Seq. No. 


299698 


Seq. ID 
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NCBI Description 



(AC006577) EST gb_R64848 comes from this gene, 
thaliana] 



[Arabidopsis 



Seq. No. 
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E value 
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NCBI Description 
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NCBI Description 
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Seq. ID 
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Match length 
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NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



299699 

LIB3157-002-Q1-K1-A8 

BLASTN 

g4140643 

39 

1.0e-12 

39 

100 

Zea mays cosrnid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

299700 

LIB3157-002-Q1-K1-E6 

BLASTN 

g22204 

35 

2.0e-10 

59 
90 

Maize Bz-McC gene for UDPglucose flavonoid 
glycosyl-transf erase 

299701 

LIB3157-002-Q1-K1-F3 

BLASTX 

g729470 

517 

9.0e-53 

123 

77 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 

(NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase {EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_297798_emb_CAA7 9702_ 

(Z21493) mitochondrial formate dehydrogenase precursor 

[Solanum tuberosum] 

299702 

LIB3157-002-Q1-K1-F5 

BLASTX 

g4263517 

153 

3.0e-10 

80 

39 

(AC004044) similar to PHZF, catalyzing the hydroxylation of 
phenazine-l-carboxylic acid to 

2-hydroxy-phenazine-l-carboxylic acid [Arabidopsis 
thaliana] 

299703 

LIB3157-003-Q1-K1-A2 

BLASTX 

g2137490 
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NCBI Description 
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NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



205 

2.0e-16 

98 

48 

lymphocyte specific helicase 
lymphocyte specific helicase 



- mouse >gi_805296 (U25691) 
[Mus musculus] 



299704 
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BLASTN 

g2668741 

253 
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100 

Zea mays glycine-rich RNA binding protein 
complete cds 

299705 

LIB3157-003-Q1-K1-H8 

BLASTN 

g22237 

192 

1.0e-104 

200 

99 

Maize mRNA for cytosolic GAPDH (GapC) 
glyceraldehyde-3-phosphate dehydrogenase 

299706 

LIB3157-004-Q1-K1-A11 

BLASTN 

g22292 

53 

4.0e-21 

61 

97 

Z.mays mRNA for glycine-rich protein 
299707 

LIB3157-004-Q1-K1-A2 

BLASTX 

g3894186 

241 

2.0e-20 

107 

50 

(AC005662) 
thaliana] 



(GRP) mRNA, 



putative embryo -abundant protein [Arabidopsis 
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NCBI Descriotion 


(AF034945) glycine - rich RNA binding protein [Zea mays] 
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UuX X ^X ill-/ XT / Z^. X XT L. X CHiOXvUud v7 / 


O • LN » 


OQQ71 O 


Seq, ID 


LIR3157-005-O1-K1-C12 

XJXU J X J r \J \J *J \£ X 1\ X V_/X£p 


Method 


BLASTX 


NCBI GI 


g730456 


BLAST score 


198 


R 1 no 

X_i V Cl-L LAC 


x • uc x j 






%l "i Won "h t +■ \7 
^ X(j.clil_x 


o o 


NPRT np^rT"i nt i nn 


409 RTRO^OMAT, PROTRTN 91 Q 

tuu X\ XDvu WX XTiXJ ruvX£iXJ.N uX> 


O • LN (J ■ 




Spa ID 


LIB31 S7-00 ^-01 -K1-G10 

XlXDJXJ / \J \J *J )£-L X\ X uXU 




DxinO X/i. 


NCBI GI 


g4336747 


BLAST score 


166 


E value 


2.0e-ll 


Match length 


66 


% identity 


52 


NCBI Description 


(AF104 924) unconventional myosin heavy chain [Zea mays] 



Seq. No. 299714 



42159 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3157-005-Q1-K1-G3 

BLASTX 

g531829 

209 

1.0e-16 

66 
62 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



Seq. No. 

Seq. ID <- 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299715 

LIB3157-006-Q1-K1-F9 

BLASTN 

g2062691 

37 

1.0e-ll 

37 
100 

Human sodium phosphate transporter 
cds 



(NPT4) mRNA, complete 



Seq. No. 


299716 


Seq. ID 


LIB3157-007-Q1-K1-F1 


Method 


BLASTN 


NCBI GI 


g463151 


BLAST score 


45 


E value 


4.0e-16 


Match length 


65 


% identity 


92 


NCBI Description 


Zea mays high sulfur zein gene, complete cds 


Seq. No. 


299717 


Seq. ID 


LIB3157-007-Q1-K1-G12 


Method 


BLASTN 


NCBI GI 


g2921303 


BLAST score 


67 


E value 


2.0e-29 


Match length 


159 


% identity 


86 


NCBI Description 


Zea mays herbicide safener binding protein (SBP1) 




complete cds 


Seq. No. 


299718 


Seq. ID 


LIB3157-007-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3128168 


BLAST score 


190 


E value 


2.0e-14 


Match length 


59 


% identity 


58 


NCBI Description 


(AC004521) putative carboxyl-terminal peptidase 




[Arabidopsis~ thaliana] 



Seq. No. 299719 

Seq. ID LIB3157-007-Q1-K1-H7 

Method BLASTN 

NCBI GI gl870198 



42160 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 

6.0e-27 

62 

100 

Z.mays mRNA for acyl carrier protein 
299720 

LIB3157-008-Q1-K1-B6 

BLASTX 

g2160174 

221 

4.0e-18 

58 

74 

(AC000132) Identical to A. thaliana PUR2 (gb_X74766) . ESTs 
gb_ATTS3927,gb_N96446 come from this gene. [Arabidopsis 
thaliana] 

299721 

LIB3157-008-Q1-K1-G6 

BLASTN 

g!063665 

48 

2.0e-18 

146 

82 

Zea mays unknown protein mRNA, complete cds 
299722 

LIB3157-008-Q1-K1-H9 

BLASTN 

g3043528 

147 

6.0e-77 

171 

97 

Zea mays mRNA for flavin containing polyamine oxidase (PAO) 
299723 

LIB3157-009-Q1-K1-B6 

BLASTN 

g949979 

34 

9.0e-10 

57 

89 

Z.mays Glossy2 locus DNA 
299724 

LIB3157-009-Q1-K1-C11 

BLASTX 

g2511531 

172 

2.0e-12 

40 

85 

(AF008120) alpha tubulin 1 [Eleusine indica] 



42161 



>gi_3163944_emb_CAA06618_ (AJ005598) alpha-tubulin 1 
[Eleusine indica] 



Seq. No. 




Seq. ID 


LIB3157-009-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


gz / / jij j 


BLAST score 


Dl 


E value 


y » ue-z o 


Match length 




% identity - 


Q R 
OJ 


NCBI Description 


UrVZa SaLlVa aDoLlolo auiu dii^J. ouj-coo _l i i\_i.u. , w-LJ^-i- ^ r- 1 * 




(ZXq-tI \ mRKIZX fmrnn 1 P pd^ 


Seq. No. 


299726 


Seq. ID 


LIB3157-009-Q1-K1-G10 


Method 




NCBI GI 


gii / / joo 


BLAST score 


170 


E value 


x . ue y u 


Match length 


zy4 


% identity 


yo 


NCBI Description 


Li . iUayS iursiNrl 1UX X _LUwo<JlucL-L piULcxn xjjj 


Seq. No. 


299727 


Seq. ID 


LIB3157-009-Q1-K1-G11 


Method 


BLAblA 


NCBI GI 


gjyzouyj 


BLAST score 


191 


E value 


<l . ue— 14 


Match length 


48 


% identity 


77 


NCBI Description 


/ / U) 1VK -liKe protein [mduiuupbio uiictxxciiici i 


Seq. No. 


299728 


Seq. ID 


LIB3157-012-Q1-K1-A3 


Method 




NCBI GI 


— C *5 1 QOQ 


BLAST score 


4 / 


E value 


z . ue l / 


Match length 


/y 


% identity 


y(J 


NCBI Description 




Seq. No. 


zyy /zy 


Seq. ID 


LIB3157-012-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


gooiozy 


riijAbi score 


IOj 


E value 


2.0e-ll 


Match length 


63 


% identity 


51 


NCBI Description 


(U12390) beta-galactosidase alpha peptide [cloning 




pSportl] 


Seq. No. 


299730 


Seq. ID 


LIB3157-013-Q1-K1-A12 



42162 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl498052 

105 

5.0e-52 

197 
88 

Zea mays ribosomal protein S8 mRNA, complete cds 
299731 

LIB3157-013-Q1-K1-E8 

BLASTN 

gl68577 

68 

6.0e-30 

109 
99 

Maize phospholipid transfer protein mRNA, 3' end 
299732 

LIB3157-014-Q1-K1-A8 

BLASTN 

gl532072 

73 

7.0e-33 

236 

83 

Z.mays mRNA for S-adenosylmethionine decarboxylase 



299733 

LIB3157-014-Q1-K1-B6 

BLASTX 

gl706738 

273 

4.0e-24 

119 

44 

FLAVONOL 3-SULFOTRANSFERASE 
flavonol 3-sulf otransf erase 



(F3-ST) >gi_498645 (U10275) 
[Flaveria bidentis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



299734 

LIB3157-014-Q1-K1-C12 

BLASTX 

g531829 

200 

1.0e-15 

69 
57 

(U12390) beta-galactosidase alpha peptide 
pSportl] 

299735 

LIB3157-014-Q1-K1-G12 

BLASTX 

g3789942 

144 

1.0e-14 
68 



[cloning vector 



42163 



% identity , 
NCBI Description 



14 

(AF093505) 
H32-8560] 



polyubiquitin [Saccharum hybrid cultivar 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299736 

LIB3157-015-Q1-K1-D5 

BLASTX 

g971137 

145 

4.0e-09 

58 

48 

(D63840) modified alpha peptide of E. coli 
beta-galactosidase [Cloning vector pKF296] 

>gi_97114 9_dbj_BAA09905_ (D63844) modified alpha peptide of 
E. coli beta-galactosidase [Cloning vector pKF16k] 



Seq. No. 


299737 


Seq. ID 


LIB3157-015-Q1-K1-G5 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


37 


E value 


2.0e-ll 


Match lengtn 


3 1 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


299738 


Seq. ID 


LIB3157-016-Q1-K1-C12 


Method 


BLASTN 


NCBI GI 


g498774 


BLAST score 


77 


E value 


2 . Oe-35 


Match length 


263 


% identity 


82 


NCBI Description 


Z.mays (cv DH5xDH7) hsp70-5 mRNA for heat shock protein 


Seq. No. 


299739 


Seq. ID 


LIB3157-016-Q1-K1-C3 


Method 


BLASTN 


NCBI GI 


g3420038 


BLAST score 


60 


E value 


1.0e-25 


Match length 


123 


% identity 


44 


NCBI Description 


Zea mays gypsy/Ty3-type retrotransposon Tekay, complete 




sequence 


Seq. No. 


299740 


Seq. ID 


LIB3157-016-Q1-K1-F7 


Method 


BLASTN 


NCBI GI 


gl870200 


BLAST score 


59 


E value 


6.0e-25 


Match length 


75 


% identity 


95 


NCBI Description 


Z.mays cyp71c2 gene 



42164 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299741 

LIB3157-016-Q1-K1-G2 

BLASTX 

gl079321 

155 

2.0e-13 

83 

51 

XPMC2 protein - African clawed frog >gi_ 
XPMC2 protein [Xenopus laevis] 



595380 (U10185) 



299742 

LIB3157-017-Q1-K1-A12 

BLASTX 

gl711381 

137 

1.0e-08 

53 

57 

PHOSPHOSERINE AMINOTRANSFERASE PRECURSOR (PSAT) 
>gi_1256204_dbj_BAA12206_ (D84061) phosphoserine 
aminotransferase [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299743 

LIB3157-017-Q1-K1-C6 

BLASTX 

g567893 

177 

8.0e-13 

73 

52 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299744 

LIB3157-017-Q1-K1-D10 

BLASTN 

g342631 

104 

2.0e-51 

239 
86 

Maize mitochondrial F-l-ATPase subunit-2 mRNA, complete cds 



299745 

LIB3157-017-Q1-K1-D5 

BLASTN 

g433038 

95 

6.0e-46 

202 
88 

Zea mays W-22 clone cDNA7 
mRNA 



retroelement PREM-1- containing 



Seq. No. 



299746 



42165 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



LIB3157-017-Q1-K1-D8 

BLASTN 

g22223 

55 

3.0e-22 
59 
98 

Maize cab- 



1 gene for chlorophyll a/b-binding protein 



299747 

LIB3157-017-Q1-K1-E9 

BLASTN 

g22332 

76 

7.0e-35 

120 

91 

Z.mays HRGP gene 
299748 

LIB3157-018-Q1-K1-B11 

BLASTN 

gl498052 

160 

8.0e-85 

229 

92 

Zea mays ribosomal protein S8 mRNA, complete cds 
299749 

LIB3157-018-Q1-K1-C12 

BLASTX 

g2323410 

186 

5.0e-14 

56 

61 

(AF015913) SkblHs [Homo sapiens] 



299750 

LIB3157-018-Q1-K1-E11 

BLASTN 

g531828 

42 

1.0e-14 

82 

88 

Cloning vector pSportl, 



complete cds 



299751 

LIB3157-018-Q1-K1-G9 

BLASTX 

g!68422 

211 

5.0e-17 

46 

89 



42166 
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g2267597 
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NCBI GI 


g2864618 
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E value 
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% identity 
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NCBI GI 
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Yon^nno 1 aflin' c /"«nWZi 1 0100 0 7 7\ "1 
AcIlUpUo Idcvlo OULNri L-xUilci Z /riO X 


Seq. No. 


299757 


Seq. ID 


LIB3157-019-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4235430 


BLAST score 


187 



42167 



E value 3.0e-14 

Match length 50 

% identity 72 

NCBI Description (AF098458) latex-abundant protein [Hevea brasiliensis] 



O fc! L| » V* vj ■ 


299758 


q pn t n 
oeq. ±u 




i v ie unou 








DJUrioj. score 


1 Oft 


Hj vaiue 




rid L Oil J-CIiy Ull 


173 




Q1 

J J. 


NCBI Description 


Z.diploperennis gene for hydroxyproline-rich glycoprotein 


beq • jno • 


9QQ7SQ 
j y i o y 


beq. iu 


T TR^I R7— 090— D1 — Pfl — A7 


Method 






U 'i *4 *i \J *± U 


BLAoi score 


/I Q 
4 0 


E value 


4 Ho— 1 Q 


i v iaucn iengi.n 


f± o 


% identity 


i nn 


NCBI Description 


Z.mays 0BF1 mRNA for ocs-element binding factor 


beq. wo. 


9 QQ76H 


beq. iu 


t Tmi R7— nori— m — t^i — pi i 


Method 


tJlufib 1 N 


MPDT PT 




bLAbi score 




E value 




ixiai.cn xengtn 


1 Q9 


% identity 


Q1 


NCBI Description 


Z.mays mRNA for H2B histone (clone CH2B221) 


beq. wo. 




C ^rt- T Pi 

beq. iu 


t tt^i ^7— n9n— m — Pfi — ci 


Method 


"DT a CTKI 

riJ-iAb 1IN 






biiAbi score 


o D 


E value 




Mat.cn xengun 




% iQenr.ir.y 






Ma-i 7p f 7,pa mav^l histone H4 aene (H4C14) , complete cds 


Seq. No. 


299762 


Seq. ID 


LIB3157-021-Q1-K1-B10 


Method 


BLASTN 


NCBI GI 


g3822035 


BLAST score 


146 


E value 


2.0e-76 


Match length 


201 


% identity 


94 


NCBI Description 


Zea mays endo-1, 3-1, 4-beta-D-glucanase mRNA, complete cds 



Seq. No. 299763 

Seq. ID LIB3157-021-Q1-K1-C4 



42168 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl001834 

538 

4.0e-55 

143 

69 

(D64005) 



hypothetical protein [Synechocystis sp.] 



O C ■ IN \J • 


_7 ZJ i Ul 


Qt^rr m 

oeq. iu 


T TR^1 ^7-091 —Hi -IH — VlA 
LilDO IJ / UZ1 W-l- JX-L U*i 


ixie cnou. 


iDJjriO i IN 


Vi \-rlJ A. O X 


rrl 6fid£ft 






£i vaiue 


o . ue 14 


Match length 


/I o 


% identity 


100 


NCBI Description 


Maize ferredoxin I (Fd) isoprotein mRNA, pFDl 


Seq. No. 


299765 


Seq. ID 


LIB3157-021-Q1-K1-E9 


Method 


BLASTN 


NCBI GI 


g22251 


BLAST score 


55 


E value 


5.0e-22 


Match length 


55 


% identity 


100 


NCBI Description 


Z.mays mRNA that delineates a novel subset of 




cells 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299766 

LIB3157-021-Q1-K1-G1 

BLASTN 

gl244652 

81 

1.0e-37 

141 

89 

Zea mays 
cds 



copia-type retroelement PREM-2 gag gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299767 

LIB3158-001-Q1-K1-C6 

BLASTX 

gl!70937 

203 

4.0e-16 

51 

76 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No. 299768 

Seq. ID LIB3158-001-Q1-K1-D2 

Method BLASTX 

NCBI GI g3024018 



42169 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303 

1.0e-27 

71 

85 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



299769 

LIB3158-001-Q1-K1-E2 

BLASTX 

gl747294 

184 

3.0e-14 

47 

79 

(D45383) vacuolar H+-pyrophosphatase 



[Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299770 

LIB3158-001-Q1-K1-E5 

BLASTX 

g480669 

289 

3.0e-26 

103 

62 

NADPH — ferrihemoprotein reductase (EC 1.6.2.4) 
artichoke (fragment) >gi_1359894 emb_CAA81210 



- Jerusalem 
(Z26251) 



NADPH- ferrihemoprotein reductase [Helianthus tuberosus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299771 

LIB3158-001-Q1-K1-F6 

BLASTX 

g693916 

372 

5.0e-36 

85 

85 

(U21111) chlorophyll a/b binding protein [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299772 

LIB3158-003-Q1-K1-B2 

BLASTX 

g2662343 

196 

2.0e-15 

80 

51 

(D63581) EF-1 alpha [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



299773 

LIB3158-003-Q1-K1-C11 

BLASTN 

gl69818 

76 



42170 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-34 

76 

100 

Rice 25S ribosomal RNA gene 
299774 

LIB3158-003-Q1-K1-D2 

BLASTN 

g2921303 

98 

4.0e-48 

170 

89 

Zea mays herbicide safener binding protein 
complete cds 



(SBP1) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299775 

LIB3158-003-Q1-K1-D9 

BLASTX 

g548604 

164 

2.0e-ll 

34 
88 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_1076728_pir S51813 photosystem-I PSI-F chain precursor 

- barley >gi_469560 (U08135) photosystem-I PSI-F subunit 
precursor [Hordeum vulgare] 



Seq. No. 


299776 




Seq. ID 


LIB3158-003-Q1- 


-Kl-Ell 


Method 


BLASTX 




NCBI GI 


g3068714 




BLAST score 


201 




E value 


2.0e-30 




Match length 


114 




% identity 


61 




NCBI Description 


(AF04 9236) unknown [A 


Seq. No. 


299777 




Seq. ID 


LIB3158-003-Q1- 


-K1-G5 


Method 


BLASTN 




NCBI GI 


gl850902 




BLAST score 


93 




E value 


5.0e-45 




Match length 


121 




% identity 


95 




NCBI Description 


Z.mays cyp71c4 


gene 


Seq. No. 


299778 




Seq. ID 


LIB3158-003-Q1- 


-K1-G6 


Method 


BLASTX 




NCBI GI 


g3258575 




BLAST score 


320 




E value 


6.0e-30 




Match length 


93 





42171 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

(U89959) Hypothetical protein [Arabidopsis thaliana] 
299779 

LIB3158-003-Q1-K1-G8 

BLASTX 

g3603353 

218 

8.0e-18 

109 

46 

(AF074843) peroxisomal targeting signal type 1 receptor 
[Arabidopsis thaliana] 

299780 

LIB3158-004-Q1-K1-A8 

BLASTX 

g4454799 

158 

3.0e-ll 

38 

87 

(AF079782) translation initiation factor 4A2 [Zea mays] 
299781 

LIB3158-004-Q1-K1-F4 

BLASTN 

g435312 

73 

2.0e-33 

81 

98 

Z.mays mRNA for beta-D-glucosidase 
299782 

LIB3158-005-Q1-K1-A12 

BLASTX 

g4539459 

152 

3.0e-10 

59 

54 

(AL049500) putative protein [Arabidopsis thaliana] 
299783 

LIB3158-005-Q1-K1-A3 

BLASTX 

g82734 

645 

9.0e-68 

136 

29 

ubiquitin precursor - maize (fragment) 
>gi_226763_prf 1604470A poly-ubiquitin [Zea mays] 



Seq, No. 
Seq. ID 



299784 

LIB3158-005-Q1-K1-A5 



42172 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl060934 

55 

2.0e-22 

63 

97 

Maize mRNA for mLIP15 (DNA-binding factor), complete cds 



O C • IN vj • 


299785 






c Qrr in 


T TR^I Sft-Dfis-ni- 

JjIDJIJO J \/l 


-K1 - 


-R1 1 
nil 




DXjxt.0 J- A. 








a^l76669 

y ^? j_ / uuUj' 






RT.AST «?r*orp 


162 






iL value 


3.0e-ll 






Match length 


57 






% identity 


42 






NCBI Description 


(AC004393) End 


is 


cut 


Seq. No. 


299786 






Seq. ID 


LIB3158-005-Q1- 


-Kl- 


-H12 


Method 


BLASTN 






NCBI GI 


g3108052 






BLAST score 


47 






E value 


2.0e-17 






Match length 


59 






% identity 


95 






NCBI Description 


Zea mays myo-inositol 




cds 







off. [Arabidopsis thaliana] 



1-phosphate synthase mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299787 

LIB3158-006-Q1-K1-B9 

BLASTX 

g2285792 

168 

9.0e-12 

43 
70 

(AB004568) cyanase [Arabidopsis thaliana] 

>gi_3287503_dbj_BAA31224_ (AB015748) cyanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299788 

LIB3158-006-Q1-K1- 

BLASTX 

g531829 

163 

2.0e-ll 

64 

55 

(U12390) 
pSportl] 



■D4 



beta-galactosidase alpha peptide [cloning vector 



Seq. No. 299789 

Seq. ID LIB3158-006-Q1-K1-E5 

Method BLASTN 

NCBI GI g4140643 

BLAST score 109 



42173 



E value 
Match length 
% identity 
NCBI Description 



2.0e-54 

237 

87 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 


299790 


oeq • x u 


illDJX JO UUU \£ X 




DlinO -L A. 


JNL-DX OX 


y x £.0 


DT 7\ O T cpnro 
Dliniji oOtJJLt? 




IT 1 Trn I lift 

Hj vaxue 




ixiatcn isuguii 


O O 






NiPRT Dp qrri ni~ i on 


(U76190} actin 




[Pisum sativum 




>gi_1724139 (U 


0 e q * ln 0 . 


OQQTQI 


beq. lu 


xjXdoxoo uuo yx 


Maf" Vi 0 


RT.ASTX 


\7rT> T T 

NUbX 


gofiouo 0 j 


DT H OT ft ft ft -v-ft 

biiAbi score 


1 £1 
ID f 


Ej value 


a np-1 9 


jyiatz cn xengun 


/ u 




53 


NCBI Description 


(AF083890) 19S 


Seq. No. 


299792 


Seq. ID 


LIB3158-008-Q1 


Method 


BLASTX 


NCBI GI 


gl705678 


BLAST score 


258 


E value 


1.0e-22 


Match length 


84 


% identity 


68 


NCBI Description 


CELL DIVISION 



actin [Pisum sativum] 



9 [Arabidopsis thaliana] 



-K1-B7 



PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 
valosin-containing protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299793 

LIB3158-008-Q1-K1-E4 

BLASTN 

g2921303 

75 

2.0e-34 

159 

87 

Zea mays herbicide safener binding protein (SBP1) mRNA, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



299794 

LIB3158-008-Q1-K1-F4 

BLASTX 

g4585901 

148 

4.0e-17 



42174 



Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



119 
43 

(AC007133) 



hypothetical protein [Arabidopsis thaliana] 



299795 

LIB3158-008-Q1-K1-F7 

BLASTX 

gl362615 

149 

1.0e-17 

100 
50 

iswi protein - fruit fly (Drosophila melanogaster ) 
>gi_439197 (L27127) ISWI protein [Drosophila melanogaster] 



299796 

LIB3158-008-Q1-K1-H11 

BLASTX 

g541800 

238 

3.0e-20 

78 

64 

protein kinase (EC 2.7.] 
>gi_4 5 4 9 8 0_emb_CAA5 4 7 4 6_ 



.37) cdc2-Pa - Norway spruce 
(X77680) cdc2Pa [Picea abies] 



299797 

LIB3158-010-Q1-K1-E10 

BLASTX 

g2129613 

414 

1.0e-40 

141 

59 

homeotic protein BEL1 - Arabidopsis thaliana >gi_1122533 
(U39944) BELLI [Arabidopsis thaliana] 

299798 

LIB3158-010-Q1-K1-E2 

BLASTX 

g2370232 

152 

3.0e-10 

44 

64 

(AJ001341) putative acyl-CoA oxidase [Hordeum vulgare] 
299799 

LIB3158-010-Q1-K1-E4 

BLASTN 

g3043528 

41 

1.0e-13 

77 

88 

Zea mays mRNA for flavin containing polyamine oxidase (PAO) 



42175 






299800 


Seq. ID 


LIB3158-010-O1-K1-G11 


Mpf* hnd 

lie L-liWVX 


BLASTX 


NCBI GI 


g2245378 


BLAST score 


143 


Cj VCliUC 


3 Oe-13 


Ma "h r^Vi 1 onrr"t~H 
luctowii xciiy un 


80 


^ X tic xiL.XL._y 




NCBI Description 


(U83245) auxin response factor 1 [Arabidopsis thai 




299801 


Sea ID 


LIB3158-011-O1-K1-B10 


Mpi'Vion 


BLASTX 


NPRT (IT 


a4580394 


BLAST score 


214 


E value 


2.0e-17 


LlClL.^11 xciiy Lli 


62 


% identity 


6n 




i ACOni! 71 ^ nntai-i "fattv arid elonaase TArabidoos 




th a 1 n ana 1 


uc^j. in lv • 


299802 


Spa ID 


LIB3158-011-O1-K1-C4 


liC L.11LJLJ. 


tiKASTX 

1 llln ' 1 X <^ 


NCBI GI 


g3688328 


BLAST score 


192 


E Vcilu© 


^ Dp-1 r 


jxiai-cn xengizn 




% identity 


DO 


INV^JDX UcoOiipLlUll 


( A.T99ft ^9 S ^ tpt7pt<?p trflrmrrinf a9P T^inkcro bilobal 


C c (-"r KTa 

oeCJ • 1NQ . 


9QQR0^ 


Qprr TD 


LIB3158-012-O1-K1-A6 


Mpt* hnH 


BLASTX 


INUJDX Vjrx 




BLAST score 


188 


E value 


3.0e-14 


i v laL.Cil XcilyL.Il 




■6 xa.enx.xT_y 


6^ 


T\T f" 1 O ~T T*^ £\ a t r\ f i ^\ t\ 

iNLyJDx iJQSCripLlOIi 


\ r\£ U<1 J JO J y VCDl^lC dOOUL-Xa LUU ILttJiLLUX dliC: JJlUUClii f LJ f 




^vnantnbrpvi n 7R TArabidoDsis thalianal 


Qjarr Mrs 

oeq. wo* 


9QQP04 


Qpa to 


LIB3158-012-O1-K1-A7 


Method 


BLASTN 


NCBI GI 


g559535 


BLAST score 


46 


Hi V a. X LLC 


q Op-1 7 


i v iaT,cn xGiiyL.ii 


Xri O 


? laemzxTzy 






7 TTtPi v<=! TinRNA "For* Tnp1~a 1 1 r>t*h i nnpi n 

&J • iUU V O lLllTvL^l^l XWX 1LLC L.CLJ — LW LliXUiiV J-ii 


Seq. No. 


299805 


Seq. ID 


LIB3158-012-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


gl498388 


BLAST score 


405 



42176 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-39 

104 

86 

(U60510) 



act in [Zea mays] 



299806 

LIB3158-012-Q1-K1-H10 

BLASTX 

g629843 

353 

1.0e-33 

99 

74 

heat shock protein hsp70-4 - maize (fragment) 
>gi_498773_emb_CAA55183_ (X78414) heat shock protein 70 
[Zea mays] 



kDa 



Seq. No. 


299807 


Seq. ID 


LIB3158-012-Q1-K1-H4 


Method 


BLASTN 


NCBI GI 


g22121 


BLAST score 


35 


E value 


2.0e-10 


Match length 


111 


% identity 


83 


NCBI Description 


Maize alcohol dehydrogenase 1 


Seq. No. 


299808 


Seq. ID 


LIB3158-014-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gll9355 


BLAST score 


158 


E value 


5.0e-ll 


Match length 


59 


% identity 


58 


NCBI Description 


ENOLASE 1 ( 2 - PHOS PHOGLYCERATE 



gene (Adhl-IF) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



HYDRATASE 1) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[Zea mays] 

299809 

LIB3158-014-Q1-K1-A12 

BLASTX 

g3377797 

175 

4.0e-14 

71 
65 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 

299810 

LIB3158-014-Q1-K1-A3 



42177 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

-E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g'2880047 

182 

3.0e-16 

118 

44 

(AC002340) 



hypothetical protein [Arabidopsis thaliana] 



299811 

LIB3158-014-Q1-K1-B9 

BLASTX 

g531829 

144 

4.0e-09 
62 
48 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



Seq* No. 


299olz 


Seq. ID 


LIBolbo-U14-yi-J\l-Uo 


Method 




NCBI GI 


g500854 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


96 


% identity 


84 


NCBI Description 


Maize dissociation element DNA 


Seq. No. 


299813 


Seq. ID 


LIB3158-014-Q1-K1-E8 


Method 


TIT 7\ C* TTKT 

BLASTN 


NCBI GI 


g4 / ooUii 


BLAST score 


71 


E value 


7.0e-32 


Match length 


151 


% identity 


87 


NCBI Description 


Zea mays W-22 histone H2A mRNA, 


Seq. No. 


299814 


Seq. ID 


LIB3158-014-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g728630 


BLAST score 


170 


E value 


5.0e-12 


Match length 


59 


% identity 


61 


NCBI Description 


(X85103) orf [Oryza sativa] 


Seq. No. 


299815 


Seq. ID 


LIB3158-014-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g!518540 


BLAST score 


268 


E value 


1.0e-23 


Match length 


103 


% identity 


56 



42178 



NCBI Description (U53418) UDP-giucose dehydrogenase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299816 

LIB3158-015-Q1-K1-A4 

BLASTX 

g2149640 

230 

1.0e-19 

63 
65 

(U91995) Argonaute protein [Arabidopsis thaliana] 
299817 

LIB3158-015-Q1-K1-C5 

BLASTX 

g2996096 

545 

3.0e-56 

107 

98 

(AF030517) translation elongation factor- 1 alpha; EF-1 
alpha [Oryza sativa] 

299818 

LIB3158-015-Q1-K1-D1 

BLASTX 

gll73456 

140 

4.0e-09 

44 

55 

SMALL NUCLEAR RIBONUCLEOPROTEIN SM D3 (SNRNP CORE PROTEIN 
D3) (SM-D3) >gi_600750 (U15009) Sm D3 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299819 

LIB3158-016-Q1-K1-A7 

BLASTX 

gl710841 

150 

5.0e-10 

43 

70 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_758247_emb_CAA56278_ (X79905) 
S-adenosylhomocysteine hydrolase [Phalaenopsis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299820 

LIB3158-016-Q1-K1-D2 

BLASTX 

g2995953 

266 

3.0e-23 

72 

69 

(AF053565) glutaredoxin I 



[Mesembryanthemum crystallinum] 



Seq. No. 



299821 



42179 



Seq. ID LIB3158-016-Q1-K1-E4 

Method BLASTX 

NCBI GI g2190992 

BLAST score 202 

E value 3.0e-16 

Match length 83 

% identity 51 

NCBI Description (AF004358) glutathione S-transf erase TSI-1 [Aegilops 
tauschii] 

Seq. No. 299822 

Seq. ID LIB3158-016-Q1-K1-F12 

Method BLASTX 

NCBI GI g417482 

BLAST score 139 

E value 8.0e-09 

Match length 41 

% identity 63 



NCBI Description PROTEIN FARNESYLTRANSFERASE BETA SUBUNIT (CAAX 
FARNESYLTRANSFERASE BETA SUBUNIT) (RAS PROTEINS 

PRENYLTRANSFERASE ) ( FTASE-BETA) >gi_5 4196 6_pir JQ2 254 

farnesyl-diphosphate farnesyltransf erase (EC 2.5.1.21) beta 
chain - garden pea >gi_169049 (L08664) f arnesyl-protein 
transferase beta-subunit [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299823 

LIB3158-017-Q1-K1-A10 

BLASTX 

gl532168 

189 

1.0e-14 

60 

75 

(U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299824 

LIB3158-017-Q1-K1-B11 

BLASTX 

gl076644 

161 

1.0e-ll 

72 
49 

sucrose transport protein - common tobacco 
>gi_575351_emb__CAA57727_ (X82276) sucrose transporter 
[Nicotiana tabacum] 



Seq. No. , 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



299825 

LIB3158-017-Q1-K1-B12 

BLASTX 

gl061040 

350 

1.0e-33 



42180 



Match length 

% identity 

NCBI Description 



76 
84 

(X89867) sterol-C-methyltransf erase [Arabidopsis thaliana] 

>gi_1587694_prf 2207220A sterol C-methyltransf erase 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299826 

LIB3158-017-Q1-K1-B4 

BLASTX 

gl532165 

264 

4.0e-23 

80 

60 

(U63815) similar to dehydrogenase encoded by GenBank 
Accession Number S39508; localized according to blastn 
similarity to EST sequences; therefore, the coding span 
corresponds only to an area of similarity since the 
initation codon and stop 

299827 

LIB3158-017-Q1-K1-C10 

BLASTX 

g416758 

247 

3.0e-21 

86 
58 

SERINE CARBOXY PEPTIDASE PRECURSOR >gi_166674 (M81130) 
carboxypeptidase Y-like protein [Arabidopsis thaliana] 

>gi_445120_prf 1908426A carboxypeptidase Y [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299828 

LIB3158-017-Q1-K1-D12 

BLASTX 

g2827715 

432 

6.0e-43 

107 

26 

(AL021684) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299829 

LIB3158-017-Q1-K1-F11 

BLASTX 

g2829924 

177 

2.0e-13 

72 

53 

(AC002291) Unknown protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



299830 

LIB3158-017-Q1-K1-F3 
BLASTN 



42181 




NCBI GI gl3923 

BLAST score 60 

E value 1.0e-25 

Match length 100 

% identity 91 

NCBI Description Maize mitochondrial gene for 18S rRNA 



Seq. No. 299831 

Seq. ID LIB3158-017-Q1-K1-F9 

Method BLASTX 

NCBI GI gll50932 

BLAST score 305 

E value 3.0e-28 

Match length 89 

% identity 70 

NCBI Description (X88864) cyclin [Medicago sativa] 



Seq. No. 299832 

Seq. ID LIB3158-017-Q1-K1-G12 

Method BLASTX 

NCBI GI g4206210 

BLAST score 151 

E value 2.0e-10 

Match length 43 

% identity 65 

NCBI Description (AF071527) putative calcium channel [Arabidopsis tha. 

>gi_4263043_gb_AAD15312_ (AC005142) putative calcium 
channel [Arabidopsis thaliana] 



299833 

LIB3158-017-Q1-K1-G9 
BLASTX 
gl053047 
416 

3.0e-41 
83 
100 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi__1053051 (U38427) histone H3 
[Glycine max] 

Seq. No. 299834 

Seq. ID LIB3158-017-Q1-K1-H10 

Method BLASTX 

NCBI GI g3452497 

BLAST score 442 

E value 3.0e-44 

Match length 87 

% identity 97 

NCBI Description (Y17796) ketol-acid reductoisomerase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 299835 

Seq. ID LIB3158-017-Q1-K1-H11 

Method BLASTX 

NCBI GI g4580460 

BLAST score 396 

E value 6.0e-39 



42182 



Match length 

% identity 

NCBI Description 



84 
93 

(AC006081) 
thaliana] 



putative 26S Protease Subunit 4 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299836 

LIB3158-018-Q1-K1-D4 

BLASTX 

g3378652 

602 

1.0e-62 

119 

99 

(AJ005039) CaM-1 [Nicotiana plumbagini folia] 
>gi_3378654_emb_CAA06307_ (AJ005040) CaM-2 [Nicotiana 
plumbagini folia] 

299837 

LIB3158-018-Q1-K1-E4 

BLASTX 

g629858 

219 

9.0e-18 

38 

100 

protein kinase C inhibitor - maize 
299838 

LIB3158-018-Q1-K1-F1 

BLASTX 

g4587614 

256 

4.0e-22 

82 
52 

(AC006951) hypothetical protein [Arabidopsis thaliana] 
299839 

LIB3158-018-Q1-K1-F10 

BLASTX 

g4582445 

175 

1.0e-12 

49 

65 

(AC007071) unknown protein [Arabidopsis thaliana] 
>gi_4589952_gb_AAD26470.1_AC007169_2 (AC007169) unknown 
protein [Arabidopsis thaliana] 

299840 

LIB3158-018-Q1-K1-G5 

BLASTN 

g22435 

71 

9.0e-32 

133 
87 



42183 



NCBI Description Z.mays PK1 gene for receptor-like protein kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299841 

LIB3158-018-Q1-K1-H3 

BLASTX 

gll9355 

365 

6.0e-35 

128 

64 

ENOLASE 1 { 2 - PHOS PHOGLYCERATE DEHYDRATASE 1) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi 100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 

[Zea mays] 



Seq. No. 






Seq. ID 


t tidqi cQ- nm —V\ — TiQ 




Method 


D T 7\ O rn"\7 

rsLAbiN 




NCBI GI 


rril 1 A C\£.A1 
g414U040 




BLAST score 


IU / 




E value 


z . ue _ D J 




Match length 






% identity 






NCBI Description 


Zea mays cosmid II.2E10 22 


-kDa 




complete sequence 




Seq. No. 


299843 




Seq. ID 


LIB3159-001-Q1-K1-C10 




Method 


BLASTN 




NCBI GI 


gl6072 




BLAST score 


47 




E value 


2.0e-17 




Match length 


202 




% identity 


81 




jNUoi uescripLion 


Acetabularia mediterranea 


zein 


Seq. No. 


299844 




Seq. ID 


LIB3159-001-Q1-K1-C9 




Method 


BLASTX 




NCBI GI 


gl41606 




BLAST score 


154 




E value 


2.0e-10 




Match length 


74 




% identity 


50 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) ( 




>gi 72309 pir ZIZMD1 19K 


zein 




maize >giJL68682 (M12144) 


19 k 


Seq. No. 


299845 




Seq. ID 


LIB3159-001-Q1-K1-E9 




Method 


BLASTN 




NCBI GI 


g22514 




BLAST score 


87 




E value 


2.0e-41 




Match length 


262 




% identity 


84 





gene 



CLONE 19D1) 



[Zea mays] 



42184 





Maize Zcl gene for Zein 


Zcl (14 




299846 






LIB3159-001-Q1-K1-F11 










NCBI GI 


g2832246 




BLAST score 


232 




IL ValUc 






rid. L oil xt;iiyL.ii 


61 




-6 laeniiLy 


77 






(AF031569) 22-kDa alpha 


zein 8 


OeC]. 1NO ■ 


<£. .7 Zf 0 *± / 




JClj • XL/ 


LIB3159-001-Q1-K1-H10 




Mot - T*i 


BLASTN 




NCBI GI 


gl68687 




BLAST score 


35 




P T7?i 1 hp 

JLi V CI JL LLC 


4 . Oe-10 




lYid l_ L»il -Ltsiiy L.11 


51 




9- •? /-I A T*i 4- *1 +• T 7 

^6 lQenxiLy 




clone c 




Maize 22 kDa zein mRNA# 


beq. jno . 


Z. -7 -7 O T O 




OCL]« J~U 


LIB3159-002-O1-K1-C4 






JDJ_LflO JL /V 




NCBI GI 


g2501353 




BLAST score 


182 




E value 


6.0e-14 




Match length 


72 




% identity 


56 




NCBI Description 


TRANSKETOLASE, CHLOROPLAST (TK) 



[Zea mays] 



>gi_1084440_pir S54300 

transketolase (EC 2.2.1.1) 3 - Craterostigma plantagineum 
(fragment) >gi_664 901_emb_CAA86607__ (Z46646) transketolase 
[Craterostigma plantagineum] 



Seq. No. 


299849 


Seq. ID 


LIB3159-002-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g2149640 


BLAST score 


159 


E value 


4.0e-ll 


Match length 


66 


% identity 


61 


NCBI Description 


(U91995) Argonaute protein 


Seq. No. 


299850 


Seq. ID 


LIB3159-002-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3024018 


BLAST score 


374 


E value 


2.0e-36 


Match length 


77 


% identity 


95 


NCBI Description 


INITIATION FACTOR 5A (EIF- 




>gi 1546919 emb CAA69225 



5A) (EIF-4D) 

(Y07920) translation initiation 



initiation factor 5A [Zea mays] 



42185 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2,29851 

LIB3159-002-Q1-K1-E7 

BLASTX 

gl903359 

145 

4.0e-09 

83 

40 

(AC000104) F19P19.21 [Arabidopsis thaliana] 
299852 

LIB3159-002-Q1-K1-F10 

BLASTX 

g4567273 

291 

4.0e-26 

119 

55 

(AC006841) putative vacuolar proton ATPase subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299853 

LIB3159-002-Q1-K1-F3 

BLASTN 

g22312 

37 

2.0e-ll 

123 

89 

Maize ABA-inducible gene for glycine-rich protein ( ABA 
abscisic acid) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299854 

LIB3159-002-Q1-K1-F6 

BLASTN 

g22292 

103 

9.0e-51 

191 
96 

Z.mays mRNA for glycine-rich protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299855 

LIB3159-002-Q1-K1-H8 

BLASTN 

gl68575 

99 

1.0e-48 

164 
90 

Maize phospholipid transfer protein mRNA, complete cds. of 
clone 9C2 



Seq. No. 
Seq. ID 
Method 



299856 

LIB3159-003-Q1-K1-A6 
BLASTX 



42186 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4096786 
188 

2.0e-14 

60 

68 

(U39958) NADP-malic enzyme [Zea mays] 
299857 

LIB3159-003-Q1-K1-B12 

BLASTX 

g3885884 

424 

8.0e-42 

97 

86 

(AF093630) 60S ribosomal protein L21 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



[Oryza sativa] 



299858 

LIB3159-004-Q1-K1-D1 

BLASTX 

g464707 

450 

7.0e-45 

111 

76 

40S RIBOSOMAL PROTEIN S18 >gi_4 80908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi 405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72 909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and . , 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

299859 

LIB3159-005-Q1-K1-A4 

BLASTX 

g2288999 

320 

5.0e-34 

90 

78 

(AC002335) electron transfer flavoprotein ubiquinone 
oxidoreductase isolog [Arabidopsis thaliana] 

299860 

LIB3159-005-Q1-K1-B1 

BLASTX 

g3033380 

206 



42187 



E value 


3.0e-16 


rid Lv_ii xciiy uii. 


66 


t> icieiitxL.y 




NUtsi uescripLion 


{ &c CiO A 9 ^8) nutative coatomer eosilon subunit TArab: 




■|"hp1 t ana 1 

L.11CIJ — L dl 1 Cl J 


Q Q rt \7o 

oeq* ino • 


299861 

/L. y zj \j \j X- 


q^rr Tn 

OC^. X l-* 


LIB3159-005-Q1-K1-F3 


ixie tnou 


dxjjtio J. /i- 


NCBI GI 


g4056480 


BLAST score 


159 


E value 


7 . Oe-11 


Mafph 1 on rr\~ Vi 
i v i.a.UL-ii xtiiiy un 


41 


15 iu.entx£.y 


7^ 


LM\^LjX UCOUl LXUll 


(AC0058 96) putative adenylate kinase [Arabidopsis " 


oeq* jno . 


Zf Zf O \J£* 


Q&n TD 

OCv^ • X L» 


LIB3159-005-O1-K1-F4 




RT, AQ.TN 


NCBI GI 


g22227 


BLAST score 


165 


TP TT "1 1 11 A 




Ayf -3 4- /-i Vi 1 tfvTi i^t"H Vi 

ixia Lcn xenyt.11 


J X 


■6 laenciry 






Z.mays CAB48 gene for chlorophyll a/b binding prot 


beq. wo. 


OQQQ £*3 
.3 -70 D -D 


beq. 1U 


T.IB315 9-007 -01-K1-E12 


Dfl.eTi.nou. 




NCBI GI 


g22646 


BLAST score 


66 


Hi value 




Matcn. xengnn 


IJO 


% identity 






7. mav<? MFS1 fi mRNA 


beq. wo. 






LIB3159-007-O1-K1-E7 


Mat - Vi OiH 




NCBI GI 


g2921512 


BLAST score 


215 


Ili Value 


9 7 

^. • UC X / 


Match length 


Q9 


% identity 




djuoi uescripmon 


^ Z\rn A ^(1 ^ CTTl 4 nrntp-i n FFri fill sri a acrrestisl 


beq. JNO. 






LIB3159-007-O1-K1-F12 


TViff <-*> +- Vi 

netnuu 


£5Xart.O X z\ 


NCBI GI 


g2894379 


BLAST score 


206 


E value 


2.0e-16 


Match length 


85 


% identity 


53 


NCBI Description 


(Y14573) ring finger protein [Hordeum vulgare] 


Seq. No. 


299866 



42188 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3159-007-Q1-K1-F6 

BLASTX 

g3096949 

245 

5.0e-21 

92 
54 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299867 

LIB3159-007-Q1-K1-F8 

BLASTX 

g3096949 

187 

1.0e-23 

96 
59 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299868 

LIB3159-007-Q1-K1-G12 

BLASTX 

g3885344 

173 

2.0e-12 

94 

37 

(AC005623) unknown protein [Arabidopsis thaliana] 
>gi_4557057_gb__AAD22497.1_AC007154_l (AC007154) unknown 
protein [Arabidopsis thaliana] 

299869 

LIB3159-007-Q1-K1-G9 

BLASTX 

gll8104 

187 

l.Qe-14 

45 
84 

PEPT I DYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_ernb_CAA48 638_ (X68678) cyclophilin [Zea mays] 

299870 

LIB3159-007-Q1-K1-H2 

BLASTX 

g2511590 

174 

1.0e-12 

66 

53 



42189 



NCBI Description 



(Y13692) multicatalytic endopeptidase complex, proteasome 
component, beta subunit [Arabidopsis thaliana] >gi__3421111 
(AF043534) 20S proteasome beta subunit PBD1 [Arabidopsis 
thaliana] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299871 

LIB3159-008-Q1-K1-A1 

BLASTX 

g3193303 

168 

2.0e-12 

64 

55 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq, No. 


299872 


Seq, ID 


LIB3159-008-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g4206306 


BLAST score 


503 


E value 


3.0e-51 




110 


% identity 


91 


NCBI Description 


(AF04 9110) prpol [Zea mays] 


Seq. No. 


299873 


Seq. ID 


LIB3159-008-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


gll29145 


BLAST score 


223 


E value 


4.0e-18 


Match length 


94 


% identity 


62 


NCBI Description 


(X75329) acetyl-CoA C-acylt 


Seq. No. 


299874 


Seq. ID 


LIB3159-008-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3914006 


BLAST score 


186 


E value 


1.0e-19 


Match length 


64 


% identity 


84 


NCBI Description 


MITOCHONDRIAL LON PROTEASE 




(U85495) LON2 [Zea mays] 


Seq. No. 


299875 


Seq. ID 


LIB3159-008-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


gl498053 


BLAST score 


203 


E value 


3.0e-16 


Match length 


66 


% identity 


67 



HOMOLOG 2 PRECURSOR >gi_1816588 



42190 



NCBI Description (U64436) ribosomal protein S8 [Zea mays] 

Seq. No. 299876 

Seq. ID LIB3159-008-Q1-K1-D3 

Method BLASTX 

NCBI GI g3021270 

BLAST score 470 

E value 3.0e-47 

Match length 122 

% identity 72 

NCBI Description (AL022347) serine/threonine kinase -like protein 
[Arabidopsis thaliana] 

299877 

LIB3159-008-Q1-K1-E10 
BLASTX 
gll5771 
364 

4.0e-35 
67 
99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X147 94) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

Seq. No. 299878 

Seq. ID LIB3159-008-Q1-K1-E7 

Method BLASTX 

NCBI GI g4104561 

BLAST score 165 

E value 1.0e-ll 

Match length 65 

% identity 49 , 

NCBI Description (AF036960) subtilisin-like protease [Glycine max] 

Seq. No. 299879 

Seq. ID LIB3159-008-Q1-K1-F1 

Method BLASTX 

NCBI GI g2541876 

BLAST score 273 

E value 5.0e-24 

Match length 137 

% identity 42 . 

NCBI Description (D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

Seq. No. 299880 

Seq. ID LIB3159-008-Q1-K1-G10 

Method BLASTX 

NCBI GI gl00728 

BLAST score 195 

E value 4 . Oe-15 

Match length 70 

% identity 61 

NCBI Description aspartate transaminase {EC 2.6.1.1) AAT3 precursor - proso 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42191 



millet >gi_1084464_pir S53304 aspartate aminotransferase - 

proso millet >gi_20601_emb_CAA4 5024_ (X63430) aspartate 
aminotransferase [Panicum miliaceum] 
>gi_435459_dbj_BAA04993_ (D25323) aspartate 
aminotransferase [Panicum miliaceum] 



Seq. No. 299881 

Seq. ID LIB3159-008-Q1-K1-G7 

Method BLASTX 

NCBI GI g2842480 

BLAST score 189 

E value 2.0e-16 

Match length 86 

% identity 57 

NCBI Description (AL021749) ADP, ATP carrier-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299882 

LIB3159-009-Q1-K1-D7 

BLASTX 

g!35060 

245 

2.0e-26 

101 

68 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCO SYLT RAN SFE RASE 1) 

( SHRUNKEN- 1 ) >gi_66570_pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_22486_emb_CAA26247__ (X02400) sucrose 
synthase [Zea mays] >gi_22488_emb_CAA26229_ (X02382) 
sucrose synthase [Zea mays] 

299883 

LIB3159-009-Q1-K1-E8 

BLASTX 

g3914899 

272 

1.0e-31 

88 
83 

40S RIBOSOMAL PROTEIN S4 >gi_2331301 (AF013487) ribosomal 
protein S4 type I [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299884 

LIB3159-009-Q1-K1-F6 

BLASTX 

g4160432 

193 

9.0e-15 

116 

35 

(AF071592) kinesin superfamily motor KIF4 



[Homo sapiens] 



Seq. No. 299885 

Seq. ID LIB3159-009-Q1-K1-G3 

Method BLASTX 

NCBI GI gl514643 

BLAST score 149 



42192 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



t 



4.0e-ll 

81 
53 

(Z70524) 



PDR5-like ABC transporter [Spirodela polyrrhiza] 



299886 

LIB3159-009-Q1-K1-H11 

BLASTX 

g4096756 

151 

5.0e-10 

79 
42 

(U39394) 
sp. ] 



alpha- 1, 3/4-fucosidase precursor [Streptomyces 



299887 

LIB3159-009-Q1-K1-H2 

BLASTX 

g4406764 

176 

3.0e-13 

69 , 
54 v 

(AC006836) 
thaliana] 



putative uridyl yl transferase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299888 

LIB3159-010-Q1-K1-B5 

BLASTX 

gl084481 

332 

3.0e-31 

103 
71 

heat shock protein 70 - Maize 
299889 

LIB3159-010-Q1-K1-C2 

BLASTX 

g3850581 

276 

2.0e-24 

95 

58 

(AC005278) EST gb_N96383 comes from this gene. [Arabidopsis 
thaliana] 

299890 

LIB3159-010-Q1-K1-D6 

BLASTX 

g4309734 

273 

1.0e-25 

101 

61 

(AC006439) putative 26S proteosome regulatory subunit 8 



42193 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299891 

LIB3159-011-Q1-K1-A9 

BLASTN 

g22356 

116 

1.0e-58 

176 

93 

Maize raRNA for light-harvesting chlorophyll a/b binding 
protein LHCP 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299892 

LIB3159-011-Q1-K1-B11 

BLASTX 

g3163946 

604 

7.0e-63 

112 

99 

(AJ005599) alpha-tubulin 1 



[Eleusine indica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299893 

LIB3159-011-Q1-K1-B4 

BLASTX 

g2894568 

333 

4.0e-31 

85 

69 

(AL021890) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299894 

LIB3159-011-Q1-K1-B7 

BLASTX 

g4586027 

190 

1.0e-14 

93 

44 

(AC007109) 
thaliana] 



putative ribosomal protein L14 [Arabidopsis 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299895 

LIB3159-011-Q1-K1-F4 

BLASTN 

g473602 

53 

5.0e-21 

197 

82 

Zea mays W-22 his tone H2A mRNA, 



complete cds 



Seq. No. 
Seq. ID 
Method 



299896 

LIB3159-011-Q1-K1-F5 
BLASTX 



42194 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g544421 
141 

7.0e-09 

41 

73 

GLYCINE-RICH RNA- BINDING PROTEIN 1 >gi_485420_pir S12311 

glycine-rich RNA-binding protein (clone SI) - sorghum 
(fragment) >gi_21623_emb_CAA4 08 63_ (X57663) glycine-rich 
RNA-binding protein [Sorghum bicolor] 



299897 

LIB3159-011-Q1-K1-H11 

BLASTX 

g3914899 

198 

2.0e-15 

118 
40 

4 OS RIBOSOMAL PROTEIN S4 >gi_ 
protein S4 type I [Zea mays] 



2331301 (AF013487) ribosomal 



299898 

LIB3159-011-Q1-K1-H9 

BLASTX 

gll5771 

583 

2.0e-60 

107 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 


299899 


Seq. ID 


LIB3159-012-Q1-K1-B3 


Method 


BLASTN 


NCBI GI 


g22091 


BLAST score 


171 


E value 


2.0e-91 


Match length 


255 


% identity 


92 


NCBI Description 


2 . diploperennis gene 


Seq. No. 


299900 


Seq. ID 


LIB3159-012-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g2529677 


BLAST score 


190 


E value 


2.0e-14 


Match length 


91 


% identity 


45 


NCBI Description 


(AC002535) kinesin-li 




thaliana] 



kinesin-like protein, heavy chain [Arabidopsis 



Seq. No. 



299901 



42195 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3159-012-Q1-K1-E10 

BLASTX 

g2160177 

402 

3.0e-39 

120 
62 

(AC000132) 
thaliana] 



EST gb_R64758 comes from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299902 

LIB3159-012-Q1-K1-E8 

BLASTX 

g3236242 

221 

6.0e-18 

86 
57 

(AC004684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 

299903 

LIB3159-012-Q1-K1-G1 

BLASTX 

g4454051 

171 

3.0e-12 

45 
71 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 


299904 


Seq. ID 


LIB3159H 


Method 


BLASTN 


NCBI GI 


g2589161 


BLAST score 


127 


E .value 


5.0e-65 


Match length 


181 


% identity 


92 


NCBI Description 


Zea mays 


Seq. No. 


299905 


Seq. ID 


LIB3159- 


Method 


BLASTX 


NCBI GI 


gl206013 


BLAST score 


337 


E value 


1.0e-31 


Match length 


64 


% identity 


97 


NCBI Description 


(U44087) 


Seq. No. 


299906 


Seq. ID 


LIB3159- 


Method 


BLASTX 


NCBI GI 


g4105269 


BLAST score 


153 



mRNA for aldehyde oxidase, complete cds 



013-Q1-K1-A5 



42196 



E value 
Match length 
% identity 
NCBI Description 



4.0e-10 

102 
46 

(AF044574) putative peroxisomal 2, 4-dienoyl-CoA reductase 
[Rattus norvegicus] 



Q d /~r \lr\ 

oeq • ino • 


9 QQQ07 


oeq. lu 


T TR^I RQ— 01 "3— HI — Pfl — F1 fl 


L v ie LilOU 


oJ-trio 1 A 


KIPT3T PT 






97 Q 


TP xri3 "1 n o 


q np-9 c i 

O i uc Z, J 


Lid l» icily lu 


133 


% identity 


45 


NCBI Description 


(AC004705) hypothetical protein [Arabidopsis thaliana 




9QQQDP 


beg* lu 


T "fD^I RQ_ni "3—Pil — tf1 —Pi 
LiDjljy UIj yl JM ul 








gi4 yooU4 


biiAbi score 




Hj value 


/ • Uc JO 


jytaucn _L.engr.n 


IOC 


o _L 1 1 1_ J. L, y 




NCBI Description 


(X96406) 13-lipoxygenase [Solanum tuberosum] 


Seq. No. 


299909 


Seq. ID 


LIB3159-013-Q1-K1-G11 


Method 


BLASTX 


NCBI GI 


g730526 


BLAST score 


195 


E value 


5.0e-15 


Match length 


95 


% identity 


46 


NCBI Description 


60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN H0M0L0G) 



>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299910 

LIB3159-013-Q1-K1-G3 

BLASTX 

g4210330 

284 

1.0e-25 

101 

58 

(AJ223802) 2-oxoglutarate dehydrogenase , El subunit 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



299911 

LIB3159-013-Q1-K1-H3 

BLASTN 

g758352 

92 

2.0e-44 
234 



42197 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

Z.mays mRNA for cysteine synthase 
299912 

LIB3159-013-Q1-K1-H6 

BLASTX 

g2851508 

410 

4.0e-40 

81 

86 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597,gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299913 

LIB3159-015-Q1-K1-A2 

BLASTN 

g3789953 

42 

1.0e-14 

54 

94 

Oryza sativa chlorophyll a/b-binding protein precursor 
(Cab26) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



299914 

LIB3159-015-Q1-K1-B1 

BLASTX 

g4105798 

172 

2.0e-12 

96 

34 

(AF049930) PGP237-11 



[Petunia x hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299915 

LIB3159-015-Q1-K1-E3 

BLASTX 

g2129668 

161 

1.0e-ll 

63 

57 

phosphoglycerate kinase - Arabidopsis thaliana (fragment) 
>gi__1022803 (U37700) phosphoglycerate kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



299916 

LIB3159-015-Q1-K1-E4 

BLASTX 

g2827663 

180 

4.0e-13 



42198 



Match length 

% identity 

NCBI Description 



125 
12 

(AL021637) membrane-associated salt-inducible-like protein 
[Arabidopsis thaliana] 





299917 




XJ J_ XJ <J X J Zs UX J X X\ J. £. Kj 




OlxriO X _\ 


NCBI GI 


a4651204 






E value 






92 


o J. iiux .y 




NPRT Dp qrri nf i on 


\ nU \J \J \J J J LliU XXii.U UX X V - CX11 |_ v*" -I- V_>^ J- ul X^ U Xll UAlLl J 


Seq. No. 


299918 




XjxD JX J J Ul J V-*- x\ j. no 


jxiennoa 


JDixrt.0 1 A 




PfO c 90QC £ 




141 

XtX 


E value 


4 . ue — u y 


Match length 


D / 


^ laennty 


ft 0 


lnui_i± jjesciv ipt ion 


f 1\ f" 1 (1 O /I /I "1 *1 ^ t~\i tI" af" i TTrt \ o+" -i r> a pq - ! - !;! ^o - ! - ^v^o^ v a 'i 1 7*£! ^ V* 

l/i^u u*i *± j. x ; putauive peCLlilaCcLyieStcxaoe piveUUlVibOi 




[Arabidopsis thaliana] 


beq. no. 


z y xy 


Seq. ID 


LIB3159-015-Q1-K1-H5 


Method 


BLASTX 


Nt^DX (jX 


gn / Ujj / 


DiaHoi score 


0 IX 


E value 


0 . ue~*oz 


ISA — * -4" j p iV , \ i t"i I 1 rs 

LYiaucn lengtn 


1 

XUO 


% identity 


QC 

yD 


NCBI Description 


C A HTTMAOVT MCPUT/^MTMP O V\T T> LT TP T 7 7\ CP "1 / TV/IIP T 1 LJ T AMTML 1 

b — AIJil>NUb iljMilt inlUNlNiti b IN 1 lib lAbhi 1 (Mil InXUNXNiij 




Zi rWNTAQ YT TP ZiMClTTTTP ZIQTP 1 \ faHAMTTT Q VMTHTTT'ZiQTr 1 ^ 
riUCiLNUD I 1j li\HLNb£ CuKHbili X; ^f\UUl v iltjl O UN 1 UllilriOIlj XJ 








O 11 L11C LaOC [_ V^/ J- y /^.CX OuLX vaj 


Seq. No. 


299920 


Seq. ID 


LIB3159-016-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


g3775987 


BLAST score 


351 


E value 


4.0e-33 


Match length 


128 


% identity 


58 


NCBI Description 


(AJ010457) RNA helicase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



299921 

LIB3159-016-Q1-K1-C12 

BLASTX 

g729135 

386 

2.0e-37 

106 

76 



42199 



# 



NCBI Description CAFFEIC ACID 3 -O-METHYLTRANSFERASE 

(S-ADENOSYSL-L-METHIONINE: CAFFEIC ACID 

3-0-METHYLTRANSFERASE) (COMT) >gi_283034_pir S28612 

catechol O-methyltransferase (EC 2.1.1.6) - maize 
>gi_168532 (M73235) O-methyltransferase [Zea mays] 



JC^« IN \J • 


9QQQ99 
Z. _? j _7ZZ 




JjIdoid u i u yi i\i do 


L*lt5 UllVjVJ. 




MPRT (IT 


prOO Q/1 A ^7 


DLiriO i oLUIc 




F! 1 iip 

J_l V ClJ-LlC 




Match length 


71 


% identity 


49 


NCBI Description 


(U89341) phosphoglucomutase 1 [Zea mays] 


Sea No 


299923 




LlDJlJ 3 U1D Lj_L j\x r *i 


Met hod 


RF.ASTX 




yiDOllDU 




1 


P* tra 1 no 
Hi value 


O • Uc Jj 


Mstfh 1 ^nrrth 

L Id L-^ll XUli^ L.I1 




% identity 


75 


NCBI Description 


(U74295) chlorophyll a/b binding protein [Oryza sat 


oeq. wo. 


zyy yz4 


oeq. 1JJ 


T TT5*31 C CI HI *C I'M T/1 T7>0 

LIB oloy-Ulo-Ql-Kl-Fo 


iYlfcr LI1UU. 






gzozoy^ o 


D-LAbi score 


o4 


£j v a. _L LLC 


9 Do-91 


Mfl +■ r*Vi 1 pnrrf Vi 

LJa UUll -LC7ilvJL.il 


1 "! fi 
1XO 


?; "i H Ant" "i t*\7 

O XUC11L1 L V 


O \) 


NCBI Description 


Z tnavs TTlRNA f dt" nh 1 nTr^iTinw] 1 a /h-hi nHi nrr r-iyf^-f-ea i n PP9 

o • ma o iuxA.i\r^ lUl i^LLJ-KJ±. KJ^Jlly _L_L CX / kJ U_LilkJ.J_ilLJ UlULclil OITZ. 


Seq. No. 


299925 


Seq. ID 


LIB3159-016-Q1-K1-G11 


l\ic L.il\jLJ. 




IN ^jJD J. Ui. 


nl 90 £7 H 


dlaoi score 




E liip 

1^ V -l_ LJ. 


-L • u C X Zf 


Match length 


A Q 


& T ^ /7\ 4* T +" T T 

■5 laenLiLy 




iNL^-D-i. uescripLion 


vjrLiLbKALUitjHiUh. J-PHObPHATE DEHYDROGENASE, CYT0S0LIC 




^^±_±wo / y^p±L ouoo / ? yiycciaiQcnyQc j pnospnatG 




dehydrogenase (EC 1.2.1.12) C - maize 




>gi_295853_emb_CAA33620_ (X15596) GAPDH [Zea mays] 


Seq. No. 


299926 


Seq. ID 


LIB3159-016-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g4505743 


BLAST score 


175 


E value 


1.0e-12 


Match length 


93 


% identity 


42 



42200 



NCBI Description prefoldin 5 >gi_24 98565_sp_Q99471_MMl_HUMAN C-MYC BINDING 
PROTEIN MM-1 >gi_173I809_dbj_BAA14006_ (D89667) c-myc 
binding protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299927 

LIB3159-017-Q1-K1-C3 

BLASTX 

g2827621 

165 

2.0e-ll 

83 
51 

(AL021636) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299928 

LIB3159-017-Q1-K1-C4 

BLASTX 

g3877997 

164 

1.0e-ll 

83 
35 

(Z92970) predicted using Genefinder; Similarity to Bovine 
protien disulphide isomerase ER-60 (SW:P38657); cDNA EST 
EMBL:D69661 comes from this gene; cDNA EST EMBL:T01819 
comes from this gene; cDNA EST EMBL:T01942 comes from thi 



Seq. No. 299929 

Seq. ID LIB3159-017-Q1-K1-F5 

Method BLASTX 

NCBI GI gl658313 

BLAST score 138 

E value 3.0e-17 

Match length 60 

% identity 38 

NCBI Description (Y08987) osr40g2 [Oryza sativa] 

Seq. No. 299930 

Seq. ID LIB3159-017-Q1-K1-G12 

Method BLASTX 

NCBI GI g226261 

BLAST score 152 

E value 2-0e-10 

Match length 39 

% identity 74 

NCBI Description alphal tubulin [Arabidopsis thaliana] 

Seq. No. 299931 

Seq. ID LIB3159-017-Q1-K1-G8 

Method BLASTX 

NCBI GI g3393044 

BLAST score 177 

E value 2.0e-13 

Match length 53 

% identity 68 

NCBI Description (AJ000153) sucrose synthase type 2 [Triticum aestivum] 



42201 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299932 

LIB3159-018-Q1-K1-C10 

BLASTX 

gl!5771 

264 

3.0e-23 

69 

78 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

299933 

LIB3159-018-Q1-K1-C12 

BLASTX 

g729671 

173 

1.0e-14 

69 
70 

HISTONE H2A >gi_473603 



(O08225) histone H2A [Zea mays] 



299934 

LIB3159-018-Q1-K1-C3 

BLASTX 

g4587585 

240 

3.0e-20 

105 

51 

(AC007232) hypothetical protein [Arabidopsis thalxana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299935 

LIB3159-018-Q1-K1-D3 

BLASTX 

g595768 

155 

3.0e-10 

47 

62 

(U13866) non-functional lacZ alpha peptide [Cloning vector] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299936 

LIB3159-018-Q1-K1-F12 

BLASTX 

g4512649 

173 

7.0e-15 

85 

58 

(AC007048) hypothetical protein [Arabidopsis thalxana] 



Seq. No. 
Seq. ID 
Method 



299937 

LIB3159-018-Q1-K1-F2 
BLASTX 



42202 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2842648 
171 

5.0e-21 

119 

43 

U2 SMALL NUCLEAR RIBONUCLEO PROTEIN AUXILIARY FACTOR 35 KD 

SUBUNIT RELATED- PROTEIN 2 >gi_2137782_pir A57120 small 

nuclear ribonucleoprotein auxiliary factor U2 - mouse 

>gi 927 659_dbj_BAA08143__ (D45205) U2afl-rs2 [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299938 

LIB3159-019-Q1-K1-A4 

BLASTX 

g3335359 

175 

1.0e-12 

115 
35 

(AC003028) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299939 

LIB3159-019-Q1-K1-C12 

BLASTX 

g641905 

202 

6.0e-16 

92 
48 

(U19267) cysteine proteinase [Zinnia elegans] 



Seq. No. 299940 

Seq. ID LIB3159-019-Q1-K1-C2 

Method BLASTX 

NCBI GI gl519251 

BLAST score 248 

E value 2.0e-30 

Match length 109 

% identity 70 

NCBI Description (U65957) GF14-C protein [Oryza sativa] 
299941 

LIB3159-019-Q1-K1-C6 
BLASTN 
g551482 
134 

3.0e-69 
306 
90 

Zea mays ABA- and ripening-inducible-like protein mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 299942 

Seq. ID LIB3159-019-Q1-K1-D11 

Method BLASTX 

NCBI GI g3386617 

BLAST score 18 6 

E value 4.0e-14 



42203 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



63 

59 ~ 

{AC004665) putative cell division protein (ftsY) 
[Arabidopsis thaliana] 

299943 

LIB3159-019-Q1-K1-E2 

BLASTX 

g2344894 

296 

7.0e-27 

73 

82 

(AC002388) hypothetical protein [Arabidopsis thaliana] 



299944 

LIB3159-019-Q1-K1-E5 

BLASTX 

g!16317 

149 

1.0e-09 

55 

55 

BASIC ENDOCHITINASE 
chitinase (EC 3.2.1. 



2 PRECURSOR >gi_100669__pir S15997 

14) - rice >gi 227845_prf 1712313A 



basic chitinase [Oryza sativa] 
299945 

LIB3159-019-Q1-K1-F3 

BLASTN 

g294844 

68 

5.0e-30 

156 

86 

Saccharum hybrid cultivar H65-7052 membrane protexn mRNA, 
complete cds 

299946 

LIB3159-019-Q1-K1-F4 

BLASTX 

g2559012 

233 

1.0e-19 

78 

62 

(AF026293) chaperonin containing t-complex polypeptide 1, 
beta subunit; CCT-beta [Homo sapiens] >gi_4090929 
(AF026166) chaperonin-containing TCP-l beta subunit homolog 
[Homo sapiens] 

299947 

LIB3159-019-Q1-K1-G1 

BLASTX 

g!370603 

439 

1.0e-43 



42204 



Match length - 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



108 
80 

(X98245) annexin p35 [Zea mays] 
299948 

LIB3159-019-Q1-K1-H9 

BLASTX 

g!877026 

177 

7.0e-13 

50 

74 

(D78336) ribosomal protein S19 [Oryza sativa] 
29994 9 

LIB3159-020-Q1-K1-A4 

BLASTX 

g3059131 

162 

3.0e-ll 

105 
39 

(AJ000478) cytochrome P450 [Helianthus tuberosus} 
299950 

LIB3159-020-Q1-K1-A5 

BLASTN 

g22274 

90 

2.0e-43 

97 

99 

Maize 26S - 17S rDNA spacer region from Black Mexican Sweet 
(BMS) suspension cells 

299951 

LIB3159-020-Q1-K1-B8 

BLASTX 

gl!69782 

202 

4.0e-16 

73 
53 

FUSCA PROTEIN FUS6 >gi_432446 (L26498) 
thaliana] 



FUS6 [Arabiciopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299952 

LIB3159-020-Q1-K1-D1 

BLASTX 

g!15786 

416 

5.0e-41 

93 
87 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi 82680_pir A29119 chlorophyll a/b-bindmg 

protein - maize >gi 22357_emb_CAA68451_ (Y00379) KHCP [Zea 



42205 



mays] 



Seq. No. 


299953 


Seq. ID 


LIB3159-020-O1-K1-E7 


Method 


BLASTN 


NCBI GI 


gl370602 


BLAST score 


121 


E value 


1.0e-61 


Match length 


225 


% identity 


88 


NCBI Description 


Z.mays mRNA for annexin p35 


Seq. No. 


299954 


Seq. ID 


LIB3159-021-O1-K1-A11 


Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


60 


E value 


2.0e-25 


Match length 


92 


% identity 


91 


NCBI Description 


Zea mays zein protein gene, 


Seq. No. 


299955 


Seq. ID 


LIB3159-021-Q1-K1-B11 


Method 


BLASTX 


ln lj J. \j J_ 


(7310587 

y jiuju i 


BLAST score 


266 


E value 


1.0e-37 


Match length 


126 


% identity 


66 


NCBI Description 


(L20864) ascorbate peroxida; 




>gi_1384110_dbj_BAA12890_ (! 




peroxidase [Spinacia olerac< 


Seq. No. 


299956 


Seq. ID 


LIB3159-021-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


gll5764 


BLAST score 


248 


E value 


4.0e-28 


Match length 


96 


% identity 


71 



complete cds 



[Spinacia oleracea] 



NCBI Description 



CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE I PRECURSOR 
(CAB-6A) (LIGHT-HARVESTING COMPLEX I 26 KD PROTEIN) 
>gi_1704 94 (J03558) chlorophyll a/b binding protein 
precursor [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299957 

LIB3159-021-Q1-K1-D6 

BLASTX 

g3024018 

467 

7.0e-47 

115 

78 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_emb_CAA69225_ (Y07920) translation initiation 



42206 




factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299958 

LIB3159-021-Q1-K1-E3 

BLASTX 

g4006913 

235 

8.0e-20 

77 

60 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
299959 

LIB3159-021-Q1-K1-E6 

BLASTX 

gl706082 

215 

1.0e-17 

85 

52 

SERINE CARBOXYPEPT I DAS E II-3 PRECURSOR (CP-MII.3) 

>gi_629787_pir S44191 serine-type carboxypeptidase (EC 

3.4.16.1) II-3 - barley >gi_619350_bbs_153536 
CP-MII.3=serine carboxypeptidase [Hordeum vulgare=barley, 
cv. Alexis, aleurone, Peptide, 516 aa] 

>gi_474392_emb_CAA55478_ (X78877) serine carboxylase II-3 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299960 

LIB3159-021-Q1-K1-F11 

BLASTX 

g2190552 

389 

1.0e-37 

114 

64 

(AC001229) Similar to Holcus major pollen allergen 
(gb_Z27084) . [Arabidopsis thaliana] 

299961 

LIB3159-021-Q1-K1-F5 

BLASTX 

g3702338 

272 

4.0e-24 

101 

50 

(AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



299962 

LIB3159-021-Q1-K1-H3 

BLASTX 

gl!8104 

144 

2.0e-10 
83 



42207 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



44 

PEPT IDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi 68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

299963 

LIB317 9-001-P1-K2-E11 

BLASTX 

g2687358 

336 

1.0e-35 

124 
70 

(AF033263) nonphototropic hypocotyl 1 [Zea mays] 
299964 

LIB3179-001-P2-K1-A3 

BLASTX 

gll72861 

286 

8.0e-26 

90 

63 

RIBULOSE BISPHOSPHATE CARBOXYLASE LARGE CHAIN PRECURSOR 

(RUBISCO LARGE SUBUNIT) >gi__1363613_pir S58560 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) large cha 
- maize chloroplast >gi_18036_emb_CAA78027_ (Z11973) 
Ribulose bisphosphate carboxylase [Zea mays] 
>gi_902230_emb_CAA60294_ (X86563) rubisco large subunit 
[Zea mays] 

299965 

LIB3179-001-P2-K1-C10 

BLASTX 

g4539677 

147 

1.0e-09 

88 

43 

(AF061282) patatin-like protein [Sorghum bicolor] 
299966 

LIB3179-001-P2-K1-D12 

BLASTX 

g2944088 

179 

3.0e-13 

68 

53 

(AF050102) glutathione s-transf erase [Oryza sativa] 
299967 

LIB317 9-001-P2-K1-D4 

BLASTX 

gl31225 



42208 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



367 

4.0e-35 

130 

57 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR (SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M6114 6) photosystem I 
hydrophobic protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299968 

LIB3179-001-P2-K1-D6 

BLASTX 

g2879811 

238 

4.0e-20 

89 

54 

(AJ223316) ribosomal protein L30 [Lupinus luteus] 
299969 

LIB3179-001-P2-K1-E11 

BLASTX 

g531829 

189 

2.0e-14 

78 

53 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



299970 

LIB3179-001-P2-K1-E6 

BLASTX 

g531829 

138 

1.0e-08 

75 
49 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

299971 

LIB3179-001-P2-K1-F11 

BLASTX 

g2687358 

220 

5.0e-18 

109 

50 

(AF033263) nonphototropic hypocotyl 1 [Zea mays] 
299972 

LIB3179-001-P2-K1-F9 

BLASTX 

g3599491 

285 

1.0e-25 



42209 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



118 
48 

(AF08514 9) putative aminotransferase [Capsicum chinense] 
299973 

LIB3179-001-P2-K1-G1 

BLASTX 

gl362086 

388 

1.0e-37 

99 

76 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2,1.1.14) - Madagascar periwinkle 
>gi_88 6471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

299974 

LIB3179-001-P2-K1-G11 

BLASTX 

g445612 

171 

3.0e-12 

52 

65 

ribosomal protein S19 [Solanum tuberosum] 
299975 

LIB3179-001-P2-K1-H12 

BLASTN 

g475252 

44 

9.0e-16 

131 
85 

Z.mays MPI gene 
299976 

LIB3179-001-P2-K1-H4 

BLASTX 

g2494261 

222 

7.0e-32 

116 

61 

ELONGATION FACTOR TU, CHLOROPLAST PRECURSOR (EF-TU) 

>gi_99903_pir S21567 translation elongation factor Tu 

precursor - soybean chloroplast >gi_1877 6_emb_CAA46864_ 

(X66062) EF-Tu [Glycine max] >gi_448921_prf 1918220A 

elongation factor Tu [Glycine max] 

299977 

LIB3179-001-P2-K1-H7 
BLASTX 



42210 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2501189 
227 

8.0e-19 

114 
48 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299978 

LIB3179-002-P1-K1-C1 

BLASTX 

g461550 

241 

2.0e-20 

59 

80 

ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 

>gi_81635_pir B39732 H+-transporting ATP synthase (EC 

3*6.1.34) gamma-1 chain precursor, chloroplast - 
Arabidopsis thaliana >gi_166632 (M61741) ATP synthase 
gamma-subunit [Arabidopsis thaliana] 



Seq. No. 


299979 


Seq. ID 


LIB3179-002-P1-K1-D4 


Method 


BLASTN 


NCBI GI 


g559535 


BLAST score 


64 


E value 


1.0e-27 


Match length 


136 


% identity 


87 


NCBI Description 


Z.mays mRNA for metallothionein 


Seq. No. 


299980 


Seq. ID 


LIB317 9-002-P1-K1-D7 


Method 


BLASTX 


NCBI GI 


g994736 


BLAST score 


147 


E value 


9.0e-10 


Match length 


46 


% identity 


65 


NCBI Description 


(M18327) LacOPZ-alpha peptide f 



i pUC9; putative [cloning 
vectors] >gi_994738 (M18328) LacOPZ-alpha peptide from 
pUC9; putative [cloning vectors] >gi_994740 (M18329) 
LacOPZ-alpha peptide from pUC9; putative [cloning vectors] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299981 

LIB3179-002-P1-K1-G4 

BLASTN 

g342630 

39 

9.0e-13 

148 

82 

Maize chloroplast His-tRNA gene on Ecol fragment 



42211 




Seq. No. 


299982 


Seq. ID 


LIB3179-002-P1-K2-F4 


Method 


BLASTN 


NCBI GI 


g405634 


BLAST score 


294 


E value 


1.0e-164 


Match length 


334 


% identity 


97 


NCBI Description 


Z.mays zmcpt mRNA triose phosphate/phosphate translocator 


Seq. No. 


299983 


Seq. ID 


LIB317 9-002-P2-K1-A3 


Method 


BLASTX 


NCBI GI 


gll74613 


BLAST score 


423 


E value 


1.0e-41 


Match length 


144 


% identity 


63 


NCBI Description 


26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 




PROTEIN HOMOLOG 1) (TBP-1) >gi_5565 60_db j_BAA04 614_ 




(D17788) rice homologue of Tat binding protein [Oryza 




sativa] 


Seq. No. 


299984 


Seq. ID 


LIB3179-002-P2-K1-A5 


Method 


BLASTX 


NCBI GI 


g567893 


BLAST score 


223 


E value 


4.0e-18 


Match length 


95 


% identity 


45 


NCBI Description 


(L37382) beta-galactosidase-complementation protein 




[Cloning vector] 


Seq. No. 


299985 


Seq. ID 


LIB3179-002-P2-K1-B10 


Method 


BLASTN 


NCBI GI 


g475252 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


296 


% identity 


78 


NCBI Description 


Z.mays MPI gene 


Seq. No. 


299986 


Seq. ID 


LIB3179-002-P2-K1-C1 


Method 


BLASTX 


NCBI GI 


g461550 


BLAST score 


180 


E value 


3.0e-13 


Match length 


65 


% identity 


63 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN 1, CHLOROPLAST PRECURSOR 




>gi_81635_pir B39732 H+-transporting ATP synthase (EC 




3.6.1.34) gamma-1 chain precursor, chloroplast - 




Arabidopsis thaliana >gi_l 66632 (M61741) ATP synthase 




gamma-subunit [Arabidopsis thaliana] 




42212 



UC^t ViKJ • 


299987 




LIB3179-002-P2-K1-C10 


Method 


BLASTX 


NCBI GI 


gl853970 
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Method 
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299989 




LIR317 9-002-P2-K1-D10 


Method 


BLASTX 


NCBI GI 


g2501578 


BLAST score 


400 


E value 


5.0e-39 


Match length 


124 


% identity 


59 


NCBI Description 


ETHYLENE-INDUCIBLE PROTEIN HEVER >gi 2129913 



■ S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299990 

LIB3179-002-P2-K1-D3 

BLASTX 

g3287494 

289 

7.0e-26 

129 

53 

(D78504) similar to yeast SRP1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



299991 

LIB3179-002-P2-K1-D5 

BLASTX 

g3287494 

236 

8.0e-20 

100 

57 

(D78504) similar to yeast SRP1 



[Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



299992 

LIB3179-002-P2-K1-D6 
BLASTX 



42213 



NCBI GI g4544419 

BLAST score 14 9 

E value 2.0e-09 

Match length 7 9 

% identity 48 t , 

NCBI Description (AC006955) unknown protein [Arabidopsis tnaliana] 

Seq. No. 299993 

Seq. ID LIB3179-002-P2-K1-E2 

Method BLASTX 

NCBI GI gl31134 

BLAST score 384 

E value 4.0e-37 

Match length 117 

% identity 64 

NCBI Description PHOTOS YSTEM I P700 CHLOROPHYLL A APOPROTEIN Al 

>gi 1363576_pir S58552 photosystem I protein Al - maize 

chloroplast >gi_342595 (M11203) P700 chlorophyll a-protein 
PSI-A1 [Zea mays] >gi_902222_emb_CAA6028 6_ (X86563) PSI 
P700 apoprotein Al [Zea mays] 

Seq. No. 299994 

Seq. ID LIB3179-002-P2-K1-F1 

Method BLASTX 

NCBI GI gl657851 

BLAST score 172 

E value 2.0e-12 

Match length 51 

% identity 35 , , 

NCBI Description (U73214) cold acclimation protein WCOR518 [Tnticum 
aestivum] 

Seq. No. 299995 

Seq. ID LIB3179-002-P2-K1-F10 

Method BLASTX 

NCBI GI gl698670 

BLAST score 383 

E value 5.0e-37 

Match length 128 

% identity 58 

NCBI Description (U66241) S-like RNase [Zea mays] 
299996 

LIB3179-002-P2-K1-G3 
BLASTX 
gl33852 
221 

6.0e-18 
74 
64 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S19 >gi__71030__pir_R3ZM19 
ribosomal protein S19 - maize chloroplast 
>gi 1208517__emb_CAA60374_ (X86563) ribosomal protein S19 
[Zea mays] >gi_2654 314_emb_CAA60326_ (X86563) ribosomal 
protein S19 [Zea mays] 

Seq. No. 299997 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42214 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB317 9-002-P2-K1-G7 

BLASTX 

gl550814 

281 

6.0e-25 
119 
52 

(Y07959) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60S acidic ribosomal protein PO [Zea mays] 



299998 

LIB317 9-002-P2-K1-H1 

BLASTX 

gl35535 

297 

5.0e-27 

95 

67 

T-COMPLEX PROTEIN 1, ALPHA SUBUNIT (TCP-1-ALPHA) 
(CCT-ALPHA) >gi_322602_pir JN0448 t-complex polypeptide 

Tcp-1 - Arabidopsis thaliana >gi_217871_dbj_BAA01955_ 
(D11351) t-complex polypeptide 1 homologue [Arabidopsis 

thaliana] >gi_2326265_dbj_BAA21772_ (D11352) CCT 

alpha/TCP-1 [Arabidopsis thaliana] 

299999 

LIB3179-002-P2-K1-H3 

BLASTN 

gl698669 

121 

2.0e-61 

385 

83 

Zea mays S-like RNase (kinl) mRNA, complete cds 
300000 

LIB3179-002-P2-K1-H5 

BLASTX 

g!351271 

192 

1.0e-14 

55 

67 

TRIOSEPHOSPHATE I SOME RASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi_806312 
(L36387) triosephosphate isomerase, chloroplast isozyme 
[Spinacia oleracea] 

300001 

LIB3179-019-P1-K1-D11 

BLASTX 

g!778147 

270 

1.0e-23 

58 

95 

(U66403) phosphate/phosphoenolpyruvate translocator 



42215 



precursor [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300002 

LIB3179-019-P1-K1-E8 

BLAST N 

g474945 

118 

1.0e-59 

258 
86 

Z.mays mRNA for subtilisin-chymotrypsin inhibitor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300003 

LIB3179-020-P1-K1-A5 

BLASTX 

g266578 

205 

3.0e-16 

56 
68 

METALLOTHIONE IN-L IKE PROTEIN 1 >gi_100898_pir S17560 

metallothionein-like protein - maize >gi_236730_bbs_57 629 
(S57 628) metallothionein homologue [Zea mays, Peptide, 76 
aa] [Zea mays] >gi_559536_emb__CAA57676_ (X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 



Seq. No. 


300004 


Seq. ID 


LIB3179-020-P1-K1-A9 


Method 


BLASTN 


NCBI GI 


g559535 


BLAST score 


71 


E value 


7.0e-32 


Match length 


107 


% identity 


92 


NCBI Description 


Z.mays mRNA for metallothionein 


Seq. No. 


300005 


Seq. ID 


LIB3179-020-PI-K1-C2 


Method 


BLASTN 


NCBI GI 


g596079 


BLAST score 


108 


E value 


8.0e-54 


Match length 


287 


% identity 


85 


NCBI Description 


Zea mays thiamine biosynthetic < 




complete cds 


Seq. No. 


300006 


Seq. ID 


LIB317 9-020-P1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2980793 


BLAST score 


221 


E value 


6.0e-18 


Match length 


67 


% identity 


58 



mRNA, 



42216 



NCBI Description 



(AL022197) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300007 

LIB3179-020-P1-K1-F12 
BLASTX 
gll5770 
226 

1.0e-18 
48 
85 

CHLOROPHYLL A-B BINDING 
(CAB) (LHCP) >gi_100533_ 

protein - swollen duckweed >gi_168290 (M12152 
a/b apoprotein [Lemna gibba] 



PROTEIN OF LHCII TYPE I PRECURSOR 

pir S07448 chlorophyll a/b-binding 

chlorophyll 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300008 

LIB3179-020-P1-K1-G2 

BLASTX 

g3522946 

267 

1.0e-23 

93 

52 

(AC004411) putative cytochrome P450 



[Arabidopsis thaliana] 



300009 

LIB3179-021-P1-K1-E5 

BLASTX 

gll4599 

347 

9.0e-33 

99 

71 

ATP SYNTHASE EPSILON CHAIN >gi_67867_pir PWZME 

H+-transporting ATP synthase (EC 3.6.1.34) epsilon chain 
maize chloroplast >gi_342578 (J01421) coupling factor 
epsilon subunit [Zea mays] >gi_902228_emb_CAA60292_ 
(X86563) ATPase epsilon subunit [Zea mays] 

300010 

LIB317 9-021-P1-K1-F1 

BLASTX 

g4581163 

335 

3.0e-31 

104 

66 

(AC006220) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300011 

LIB3179-022-P1-K1-F1 

BLASTN 

gl2455 

90 

6.0e-43 

302 

83 



42217 



NCBI Description Maize chloropiast rpi!6 gene for ribosomal protein L16 exon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300012 

LIB3179-023-P1-K1-C3 

BLASTX 

g2118425 

221 

5.0e-18 

63 

71 

subtilisin/chymotrypsin inhibitor - maize 

>gi_475253_emb_CAA55588_ (X78988) proteinase inhibitor [Zea 
mays] >gi 47 5922_emb_CAA49593_ (X69972) proteinase 
inhibitor" [Zea mays] >gi_559538_emb_CAA57 677_ (X82187) 
substilin /chymotrypsin-like inhibitor [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300013 

LIB3179-023-P1-K1-E1 

BLASTX 

g!32147 

296 

5.0e-27 

99 

63 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

{RUBISCO SMALL SUBUNIT) >gi_68089_pir RKZMS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - maize >gi_22474_emb_CAA29784_ (X06535) 
ribulose-l,5-bisphosphate carboxylase (RuBPC) precursor 
[Zea mays] >gi_217964_dbj_BAA00120_ (D00170) ribulose 
1, 5-bisphosphate carboxylase small subunit [Zea mays] 

>gi_359512_prf 1312317A ribulosebisphosphate carboxylase 

[Zea mays] 

300014 

LIB3179-023-P1-K1-H1 

BLASTX 

gll5789 

245 

4.0e-21 

60 

78 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-22L) (LHCP) >gi_20475_emb_CAA2 6212_ (X02359) cab 22L 
precursor polypeptide (aa -34 to 233) [Petunia sp.] 

300015 

LIB3180-001-P1-M1-B6 

BLASTX 

g553073 

197 

1.0e-21 

128 

52 

(M94481) reverse transcriptase [Zea mays] 



Seq. No. 



300016 



42218 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3180-001-P1-M1-D8 

BLASTX 

g3337356 

248 

2.0e-21 

54 

89 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300017 

LIB3180-001-P1-M1-G11 

BLASTX 

g3176712 

180 

3.0e-13 
91 
37 

(AC002392) 
thaliana] 



putative zinc-finger protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300018 

LIB3180-002-P1-M1-C2 

BLASTN 

g4165327 

42 

1.0e-14 

54 

96 

Oryza sativa 3-hydroxy-3-methylglutaryl-CoA reductase gene, 
promoter region and complete cds 

300019 

LIB3180-002-P1-M1-E11 

BLASTX 

g3021513 

232 

2.0e-19 

65 

69 

(X96728) isocitrate dehydrogenase (NADP+) [Nicotiana 
tabacum] 

300020 

LIB3180-002-P1-M1-G10 

BLASTX 

gl33961 

199 

2.0e-15 

63 

67 

40S RIBOSOMAL PROTEIN S4 (OMNIPOTENT SUPRESSOR PROTEIN 

SUP44) (RP12) (S2E) >gi_70888_pir R3BYS2 ribosomal protein 

S2.e - yeast (Saccharomyces cerevisiae) >gi_172793 (M59375) 
ribosomal protein S4 [Saccharomyces cerevisiae] 
>gi_1322683_emb__CAA96831_ (Z72645) ORF YGL123w 
[Saccharomyces cerevis iae ] >gi_l 62845 l_emb__CAA63 8 35_ 



42219 



(X94106) SUP44 [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300021 

LIB3180-003-P2-M1-C1 

BLASTX 

gll84774 

152 

2.0e-10 

48 
67 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



Seq. No. 




Seq. ID 


LIB3180-003- 


Method 


BLASTX 


NCBI GI 


g3193284 


BLAST score 


379 


E value 


1.0e-36 


Match length 


102 


% identity 


69 


NCBI Description 


(AF069298) 1 


Seq. No. 


300023 


Seq. ID 


LIB3180-003 


Method 


BLASTX 


NCBI GI 


g3834321 


BLAST score 


412 


E value 


2.0e-40 


Match length 


127 


% identity 


65 


NCBI Description 


(AC005679) 



Arabidopsis thaliana BAC gb_AC004481. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300024 

LIB3180-003-P2-M1-F3 

BLASTX 

g3122071 

499 

8.0e-51 

104 

93 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi 2130148_pir S66339 translation elongation factor eEF-1 

alpha chain - maize >gi_1321656_dbj_BAA08249_ (D45408) 
alpha subunit of tlanslation elongation factor 1 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300025 

LIB3180-003-P2-M1-F9 

BLASTX 

g553125 

268 

6.0e-24 

79 

70 



42220 



# 



NCBI Description 



(L13975) dihydroxyacid dehydratase [Saccharomyces 
cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300026 

LIB3180-003-P2-M1-G12 

BLASTX 

gl21631 

263 

5.0e-23 

76 

68 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR 

>gi 72323 pir KNNT2S glycine-rich protein 2 - wood tobacco 

>gi_19743_emb_CAA42622_ (X60007) nsGRP-2 [Nicotiana 

sylvestris] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



300027 

LIB3180-003-P2-M1-G9 

BLASTX 

gl68691 

311 

1.0e-28 

95 

69 



NCBI Description (M29628) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300028 

LIB3180-004-P2-M1-A11 

BLASTN 

g22292 

36 

3.0e-ll 

80 

86 

Z.mays mRNA for glycine-rich protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300029 

LIB3180-004-P2-M1-B6 

BLASTN 

g22516 

115 

6.0e-58 

323 

84 

Maize Zc2 gene for zein Zc2 



(28 kD glutelin-2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300030 

LIB3180-004-P2-M1-B8 

BLASTN 

gl68665 

124 

2.0e-63 

192 

91 

Maize 16-kDa zein-2 mRNA, 



complete cds 



Seq. No. 



300031 



42221 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3180-004-P2-M1-C6 

BLASTX 

gll3217 

166 

8.0e-12 
31 
100 

ACTIN 1 



>gi_100149_pir S07002 actin 1 - carrot 



300032 

LIB3180-004-P2-M1-E4 

BLASTX 

g3551838 

164 

2.0e-ll 

59 

54 

(AF070967) SKPl-like protein [Nicotiana clevelandii] 
300033 

LIB3180-004-P2-M1-F5 

BLASTN 

g928931 

43 

5.0e-15 

79 

89 

A.thaliana mRNA for putative dTDP-glucose 4-6-dehydratases 
300034 

LIB3180-004-P2-M1-G1 

BLASTX 

gll84774 

215 

1.0e-17 

68 
65 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300035 

LIB3180-005-P2-M1-A1 

BLASTX 

gl41608 

250 

2.0e-21 

106 

55 

ZEIN-ALPHA PRECURSOR ' 
zein, 19K - maize >gi_ 
zein [Zea mays] 



19 KD) (PMS1) >gi_100943_pir S15655 

22446 emb CAA37651 (X53582) 19 kDa 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



300036 

LIB3180-005-P2-M1-A10 

BLASTN 

gl68696 

40 



42222 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-13 

72 

89 

Z.mays zein mRNA, 3 T end 
300037 

LIB3180-005-P2-M1-A2 

BLASTX 

gl35060 

221 

4.0e-18 

94 

52 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANSFERASE 1) 

( SHRUNKEN- 1) >gi_66570_pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_2248 6_emb_CAA26247_ (X02400) sucrose 
synthase [Zea mays] >gi_22488__emb_CAA26229_ (X02382) 
sucrose synthase [Zea mays] 



Seq. No. 


o n a ao q 
3UUU Jo 


Seq. ID 


LIBiloU-UUO-P^-Ml-Ao 


Method 


TIT 7\ omv 

BLASTX 


NCBI GI 




BLAST score 


299 


E value 


3 . Oe-Z 1 


Match length 


98 


% identity 


63 


NCBI Description 


(AC002411) Strong similarity to myosin heavy chain 


gb Z34293 from A. tnaiiana. [Araoiaopsis rnaxianaj 


Seq. No. 


*"i /\ /"i r\ 

300039 


Seq. ID 


t Tn-51 On AAC Ti O HAT 7\ H 

LIB31o0-00b-Pz-Ml-A / 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


180 


E value 


2.0e-15 


Match length 


55 


% identity 


87 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


300040 


Seq. ID 


LIB3180-005-P2-M1-B9 


Method 


BLASTX 


NCBI GI 


g!41603 


BLAST score 


220 


E value 


3.0e-18 


Match length 


69 


% identity 


71 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A20) 




>gi 72311 pir ZIZM2 19K zein precursor (clone A20 




>gi_22529_emb_CAA24723_ (V01476) zein [Zea mays] 


Seq. No. 


300041 


Seq. ID 


LIB3180-005-P2-M1-C12 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


256 



maize 



42223 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-22 

73 

68 

(AF034 945) glycine-rich RNA binding protein [Zea mays] 
300042 

LIB3180-005-P2-M1-C3 

BLASTN 

gl68652 

97 

3.0e-47 

153 

91 

Maize amyloplast- specific transit protein (waxy; wx+ 
locus), complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300043 

LIB3180-005-P2-M1-C6 

BLASTX 

gl076678 

388 

1.0e-37 

78 

100 

ubiquitin / ribosomal protein S27a 



- potato (fragment) 



300044 

LIB3180-005-P2-M1-C8 

BLASTN 

g22509 

179 

4.0e-96 

283 

91 

Zea mays waxy (wx+) locus for UDP-glucose starch glycosyl 
transferase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300045 

LIB3180-005-P2-M1-D8 

BLASTX 

g2109293 

216 

2.0e-17 

121 

40 

(U97568) serine/threonine protein kinase 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300046 

LIB3180-005-P2-M1-F6 

BLASTX 

gll72833 

331 

3.0e-31 

68 

91 

GTP-BINDING NUCLEAR PROTEIN RAN- 



1 >gi_495729 (L16789) small 



42224 




ras-related protein [Arabidopsis thaliana] 

>gi_205827 8_emb_CAA66047_ (X97379) atranl [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300047 

LIB3180-005-P2-M1-G2 

BLASTX 

g2511531 

330 

5.0e-31 

66 

94 

(AF008120) alpha tubulin 1 [Eleusine indica] 
>gi_3163944_emb_CAA06618_ (AJ005598) alpha-tubulin 1 
[Eleusine indica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300048 

LIB3180-005-P2-M1-H4 

BLASTX 

gl41599 

184 

5.0e-14 

55 

69 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19A2) 

>giJ72316_pir ZIZMA2 19K zein precursor (clone cZ19A2) - 

maize (fragment) >gi__168670 (M12142) 19 kDa zein protein 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300049 

LIB3180-007-P2-M1-A12 

BLASTX 

gll69528 

206 

7.0e-17 

53 
81 

ENOLASE 2 (2-PHOSPHOGLYCERATE DEHYDRATASE 2) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 2) >gi_602253 (U17973) 
enolase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300050 

LIB3180-007-P2-M1-B10 

BLASTN 

g22549 

51 

5.0e-20 

67 

94 

Maize gene for a 27kDa storage protein, zein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



300051 

LIB3180-007-P2-M1-B3 

BLASTX 

gll3220 

253 

7.0e-22 



42225 



L w _.clT_.CIl .LCllyUIl 




^ iu.eiiuii-y 


7ft 




APTTN 1 >ni 71 640 nir ATZMl actin — maize 


oeq . wo . 




Dcq. 1U 


T.TM1 R0-007-P2-M1-B6 


lmc: i_i.iL/ Li 


J_Jl_u~i.<wS X IN 


NCBI GI 


g786131 


BLAST score 


34 


"C TT al 11Q 

Hi Value 


9 np-riQ 

__ • Ufci U -7 




l u 


^ ia.entiL.y 


87 




Oryza sativa root— specif ic RCc3 mRNA, complete cds 


oeq. ino. 






LIB3180-007-P2-M1-C10 


+- *"™\ /"N 

lyier-noa. 


Diifiu 1 A 


NCBI GI 


g4510348 


BLAST score 


194 


111 ValUc 


__ . Uc 1J 


iyiaLcn lengrn 


DU 


% identity 


jj 


jNUrii uescripLion 


/BPnn^Q91 ^ 1 1 n Irn nwn nrnf pi n F Arshi HnD«! 1 s thl^lianal 


Seq. No. 


OUUU04 


oeq. iu 


iiiDjlOU \J\Jf IT Z. 1 i J. ^ J 




_3J_iri.O 1 A 


NCBI GI 


g2369714 


BLAST score 


218 


L_i Value 


1 fit-— 1 7 
j. • ue i / 


Match length 




% identity 




NCBI Description 


\_j_?/l/0; elongation laOtOi _i L cei - d vuiyaiioj 


beq* no . 


jUUUjj 


oeq. lu 






OliraO 1 IN 


NCBI GI 


g22272 


BLAST score 


95 


T* 1 tt -a 1 na 
Hi ValUc 


JiUC r± D 


ixiaT.cn lengun 


1 


% identity 


yu 


imldi uescr iption 


m_i 7o TnRf\TZ_ -for* ennl a«!f> f 9— ti Inn c;-nln(™i— H— rrl urPTflt" ° h vfi TO 1 ( 


beq. no. 


*5 n n n ^ c 


oeq. iu 


t.tr^i ft n-nn7-P9-Mi -m 1 

LlDJlOU VJU / JT-C -"-J- U1J. 


Method 


DT 7i OfPY 
DIjAO 1A 




gft o i yo <_} y 


BLAST score 


158 


E value 


1.0e-10 


ciatcn iciiycn 




0 J- Lid ll__L.L-_y 


48 


NCBI Description 


(AB016256) NAD-dependent sorbitol dehydrogenase [Mai' 




domestica] 


Seq. No. 


300057 


Seq. ID 


LIB3180-007-P2-M1-E10 



42226 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl68691 

360 

2.0e-34 

104 

73 

(M29628) 



zein [Zea mays] 



beq. no. 




oeq. iu 




Method 




NUril bl 




DT ACT 1 cpavci 

Dij/ioi score 




Hi value 




Match length 


79 


% identity 


73 


NCBI Description 


zem protein nicaizy 




inays] 


beq. no. 




Seq. ID 


t td*3i on nm do-mi _ri 1 
1j1,do1oU~'UU / rZ~L v il r 11 


Method 


BLASTX 


NCBI bl 


or/1 1 fc^A Q P 

g4 IDO^I 0 O 


bJjAbi score 




E value 


4.0e-40 


Match length 


101 


% identity 


77 


NCBI Description 


(AJlo^iyy) alpfia-tuou 


Seq. No. 


o a fin cc\ 
oUUUbu 


Seq. ID 


T TD"31 QC\ nm_DO-M1 —IT 1 A 


Method 


BliAo 1 A 


NCrSl Lrl 


gzz*± jUj 


dIiAoi score 




lli VdlUc 




Match length 


114 


% identity 


61 


NCBI Description 


zein E19 [Zea mays] 


Seq. No. 


300061 


Seq. ID 


LIB3180-007-P2-M1-F5 


Method 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


223 


E value 


3.0e-18 


Match length 


114 


% identity 


52 


NCBI Description 


ZEIN-ALPHA PRECURSOR 



168705 (M72708) zein protein [Zea 



3 [Hordeum vulgare] 



\ KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb_CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



300062 

LIB3180-007-P2-M1-G5 

BLASTX 

g2316016 

361 



42227 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



2.0e-34 

138 
53 

(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 
300063 

LIB3180-007-P2-M1-H1 

BLASTN 

gl519252 

38 

3.0e-12 

78 

87 

Oryza sativa GF14-d protein mRNA, complete cds 
300064 

LIB3180-007-P2-M1-H11 

BLASTX 

g!36757 

374 

4.0e-36 

103 

71 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_100881_pir S07314 UDPglucose— -starch 

glucosyltransf erase (EC 2.4.1.11) precursor - maize 
>gi 168653 (M24258) amyloplast-specif ic transit protein 
[Zea mays] >gi_1644339_emb_CAA27574_ (X03935) glucosyl 
transferase [Zea mays] 

300065 

LIB3180-007-P2-M1-H5 

BLASTX 

g!36063 

258 

1.0e-22 

75 

71 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_68426_pir ISZMT triose-phosphate isomerase (EC 

5.371.1) - maize >gi_168647 (L00371) triosephosphate 
isomerase 1 [Zea mays] >gi_217 974_dbj_BAA00009_ (D00012) 
triosephosphate isomerase [Zea mays] 

300066 

LIB3180-007-P2-M1-H6 

BLASTX 

g551288 

396 

1.0e-38 

95 
80 

(Z33611) phosphoglycerate mutase [Zea mays] 
300067 

LIB3180-008-P2-M1-A2 
BLASTN 



42228 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3342032 
141 

2.0e-73 

141 

100 

Elegia sp. Hahn 6994 18S small subunit ribosomal RNA gene, 
complete sequence 



osq * 1N<J • 


*J W \J \j uo 


beq. iu 


t tr^i a d-dor-po-mi -n 

Jj±Ds)lO U UUO t Lid. Ui. 




.Qlj.tt.0 J. IN 


KTfRT (IT 




RT.A^T crnrp 
Diino l o k^kJJ- " 


52 


£j VdiUc 




Match length 


68 


% identity 


94 


jnojdx ucscripi.ion 


Ma-I 70 1 R "LrHa 7pi n mRNA rlnnp rZl^A^. comclsts cds 


beq. wo. 




jcCJ. 1U 


illDJlOU \J VJ U IT 11 J- V„/_/ 


Method 


Oljfib 1 A 




rrA n^n 
g^i iiujju 


■D-UZioi score 




£j Value 




Match length 


7 ft 


% identity 


56 


NCBI Description 


(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 




LriraXJldOpblo UIlaa.-La.ila. J 


Seq. No. 


.3UUU / U 


beq. iu 


T TD^I Q fl — HOP — DO- Ml —Hi 9 
iilDJlOU UUO tzd. 1 V 1_L Uli 


Method 


DT 7VGTY 


Mfin T ^ T 

JNUbl CjI 


rrl 9 

g / zju / 


DilTlJi 


326 


E value 


3.0e-30 


Match length 


110 


% identity 


65 


NCBI Description 


22K zein precursor (clone pZ22.3) - maize >gi_16868 




(J01246) 26.99 kd zein protein [Zea mays] 


Seq. No. 


300071 


Seq. ID 


LIB3180-008-P2-M1-E2 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


376 


E value 


3.0e-36 


Match length 


124 



% identity 

NCBI Description 



60 

zein protein - maize >gi_168705 
mays ] 



(M72708) zein protein [Zea 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



300072 

LIB3180-008-P2-M1-E9 

BLASTX 

g4325342 

141 

4.0e-09 



42229 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



41 
71 

(AF128393) No definition line 
300073 

LIB3180-008-P2-M1-F3 

BLASTX 

g22216 

251 

1.0e-21 

103 
58 

(X55722) 22kD zein [Zea mays] 



found [Arabidopsis thaliana] 



300074 

LIB3180-008-P2-M1-F5 

BLASTX 

g4586246 

176 

7.0e-13 

83 
46 

(AL049640) putative protein [Arabidopsis thaliana] 
300075 

LIB3180-008-P2-M1-G11 

BLASTN 

g22272 

36 

5.0e-ll 

108 
83 

Maize mRNA for enolase (2-phospho-D-glycerate hydrolase) 
300076 

LIB3180-008-P2-M1-G2 

BLASTN 

g4416300 

90 

5.0e-43 

222 

43 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 

300077 

LIB3180-009-P2-M1-A1 

BLASTX 

g2911052 

165 

9.0e-12 

34 

85 

(AL021961) putative protein [Arabidopsis thaliana] 
300078 

LIB3180-009-P2-M1-A2 



42230 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3023816 

187 

2.0e-14 

39 

97 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



300079 

LIB3180-009-P2-M1-B3 

BLASTN 

g3511235 

46 

9.0e-17 

90 
88 

Zea mays starch branching enzyme lib 
cds 



(ae) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300080 

LIB3180-009-P2-M1-B6 

BLASTN 

g22237 

61 

5.0e-26 

109 

90 

Maize mRNA for cytosolic GAPDH (GapC) 
glyceraldehyde-3-phosphate dehydrogenase 

300081 

LIB3180-009-P2-M1-B7 

BLASTN 

g22312 

72 

9.0e-33 

112 

91 

Maize ABA-inducible gene for glycine-rich protein 
abscisic acid) 



( ABA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



300082 

LIB3180-009-P2-M1-C11 

BLASTX 

g2199566 

293 

7.0e-27 

76 

75 

(AF004210) cytochrome P-450 [Zea mays] 
300083 

LIB3180-009-P2-M1-D8 

BLASTX 

gll8390 



42231 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



185 

3.0e-14 

45 
84 

PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC) 

>gi_2144526_pir DCZMP pyruvate decarboxylase (EC 4.1.1.1) 

- maize >gi_22395_emb_CAA42120_ (X59546) pyruvate 
decarboxylase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300084 

LIB3180-009-P2-M1-E4 

BLASTX 

g3355311 

158 

6.0e-ll 

33 
88 

(AJ009737) 
vulgaris] 



eukaryotic translation initiation factor 6 [Beta 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300085 

LIB3180-009-P2-M1-E7 

BLASTX 

g461498 

224 

1.0e-18 

63 
73 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC — PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC —ALANINE TRANSAMINASE 2) 

(ALAAT-2 ) >gi_320619_pir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_296204_emb_CAA49199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 



Seq. No. 


300086 


Seq. ID 


LIB3180-009-P2-M1-F11 


Method 


BLASTX 


NCBI GI 


g3043612 


BLAST score 


178 


E value 


4.0e-13 


Match length 


74 


% identity 


46 


NCBI Description 


(AB011116) KIAA0544 protein [Homo 


Seq. No. 


300087 


Seq. ID 


LIB3180-009-P2-M1-H11 


Method 


BLASTX 


NCBI GI 


g3176714 


BLAST score 


164 


E value 


1.0e-ll 


Match length 


77 


% identity 


40 


NCBI Description 


(AC002392) putative tRNA-splicing 




effector [Arabidopsis thaliana] 


Seq. No. 


300088 


Seq. ID 


LIB3180-009-P2-M1-H4 



42232 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll69228 

179 

2.0e-13 

55 

58 

RNA HELICASE-LIKE PROTEIN DB10 >giJL084413j?ir S42639 

helicase-like protein - Wood tobacco 

>gi_563986_dbj_BAA037 63__ (D16247) RNA helicase like protein 
DB10 [Nicotiana sylvestris] 



oeq« in o . 


JUUUO J 


oeq. it? 


Li loo JLo U UU y Nl no 


Method 


BLASTX 


NCBI GI 


gl706958 


JdLAoI score 


1 i?0 


E value 


o . ue ID 


Match length 


Q1 

y i 


% identity 


A Q 


NCBI Description 


(U5o<dio4) cellulose synrnase 


Seq. No. 


ouuuyu 


Seq. ID 


LlBoioU-UlU-Jrz-Ml— A1U 


Method 


BLASTX 


NCBI GI 


g!495251 


BLAST score 


lyo 


E value 


2 . Oe-15 


Match length 


76 


% identity 




NCBI Description 


(2j/Uoi4) neat— shock protein 


Seq. No. 


OAf\OQ1 

ouuuyi 


Seq. ID 


T Qn_ni 0 — DO— Ml —PR 

LlDjloU U1U rt Ml dj 


Method 


DltriD ± IN 


NCBI GI 


g22516 


BLAST score 


102 


E value 


4 . ue— DU 


Match length 


178 


% identity 


o y 


NCBI Description 


jyiaize iicz gene ror zeni 


Seq. No. 


300092 


Seq. ID 


LIB3180-010-P2-M1-D12 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


294 


E value 


9.0e-27 


Match length 


82 


% identity 


74 


NCBI Description 


zein protein - maize >gi_168 




mays] 


Seq. No. 


300093 


Seq. ID 


LIB3180-010-P2-M1-D4 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


203 



(28 kD glutelin-2) 



(M72708) zein protein [Zea 



42233 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



1.0e-110 

382 
88 

Maize endosperm glutelin-2 gene, complete cds 
300094 

LIB3180-010-P2-M1-E5 

BLASTX 

g4539292 

249 

3.0e-21 

114 

50 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 

300095 

LIB3180-010-P2-M1-F1 

BLASTX 

gll9152 

153 

2.0e-17 

109 
50 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_345384_pir A45618 translation elongation factor eEF-1 

alpha chain - nematode (Onchocerca volvulus) >gi_159885 
(M64333) elongation factor [Onchocerca volvulus] 

300096 

LIB3180-010-P2-M1-F2 

BLASTX 

g3176662 

232 

2.0e-19 

104 

42 

(AC004393) Similar to mannosyl-oligosaccharide glucosidase 
gb_X87237 from Homo sapiens. [Arabidopsis thaliana] 

300097 

LIB3180-010-P2-M1-F6 

BLASTX 

g548770 

233 

9.0e-20 

75 

61 

60S RIBOSOMAL PROTEIN L3 >gi_48 1228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

300098 

LIB3180-010-P2-M1-F9 

BLASTX 

g3269288 

139 



42234 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-09 

44 

61 

(AL030978) putative protein [Arabidopsis thaliana] 
300099 

LIB3180-011-P2-M1-A6 

BLASTX 

g3786011 

406 

6.0e-40 

101 

72 

(AC005499) putative elongation factor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300100 

LIB3180-011-P2-M1-B11 

BLASTX 

gll3621 

288 

5.0e-50 

110 

96 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 


300101 




Seq. ID 


LIB3180-011-P2-M1- 


-B3 


Method 


BLASTX 




NCBI GI 


g3138799 




BLAST score 


267 




E value 


1.0e-23 




Match length 


60 




% identity 


85 




NCBI Description 


(AB014058) beta 6 


subunit of 2 OS proteasome 


Seq. No. 


300102 




Seq. ID 


LIB3180-011-P2-M1' 


-C3 


Method 


BLASTN 




NCBI GI 


g602252 




BLAST score 


179 




E value 


4.0e-96 




Match length 


187 




% identity 


99 




NCBI Description 


Zea mays enolase 


(eno2) mRNA, complete cds 


Seq. No. 


300103 




Seq. ID 


LIB3180-011-P2-M1 


-F4 


Method 


BLASTX 




NCBI GI 


gl29881 




BLAST score 


316 




E value 


3.0e-29 





42235 



Match length 

% identity 

NCBI Description 



111 
63 

PYROPHOSPHATE--FRUCTOSE 6-PHOSPHATE 1 -PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) { 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE) 

(PYROPHOSPHATE- DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 

(PPI-PFK) >gi_482294_pir_A36094 

pyrophosphate — fructose-6-phosphate 1-phosphotransf erase 
(EC 2.7.1.90) alpha chain - potato (cv. Kennebec) 
>gi_169538 (M55190) pyrophosphate- f ructose 6-phosphate 
1-phosphotransferase alpha-subunit [Solanum tuberosum] 



Seq. No. 


QAA1 A A 


beq. 1JJ 


T Ttt^l RO- HI 1 — P9— Ml — H7 


Method 


rjT 7\ n rnv 
bLAbi A 


NCBI GI 


g4415916 


BLAST score 


146 


E value 


z. . ue-u y 


Match length 


c o 
OZ 


% identity 


oo 


NCBI Description 






tnalianaj 


Seq. No. 


oUUlUo 


Seq. ID 


LIB3180-012-P2-M1-A8 


Method 


BLASTN 


NCBI GI 


g22172 


BLAST score 


61 


E value 


7 . Oe-26 


Match length 


101 


% identity 


y i 


NCBI Description 


Maize ATPz iriRNA tor iruLxocnonanai Air synnnase oetci 


Seq. No. 


oUUlUo 


Seq. ID 


T TDT1 OA ft1 O "DO "Ml T_- /I 


Method 


BLASTN 


NCBI GI 


g22542 


BLAST score 


54 


E value 


1 . Oe-21 


Match length 


66 


% identity 


yo 


NCBI Description 


Maize gene for Mr 19000 alpna zein ana o -rianKing 


Seq. No. 


300107 


Seq. ID 


LIB3180-012-P2-M1-C12 


Method 


BLASTN 


NCBI GI 


gl519248 


BLAST score 


39 


E value 


9.0e-13 


Match length 


67 


% identity 


90 


NCBI Description 


Oryza sativa GF14-b protein mRNA, complete cds 


Seq. No. 


300108 


Seq. ID 


LIB3180-012-P2-M1-C4 


Method 


BLASTN 


NCBI GI 


g22272 


BLAST score 


94 



42236 



E value 
Match length 
% identity 
NCBI Description 



1.0e-45 

138 

93 

Maize mRNA for enolase (2-phospho-D-glycerate hydrolase) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300109 

LIB3180-012-P2-M1-D2 

BLASTN 

g2264311 

37 

3.0e-ll 

65 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLN1, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 


300110 


Seq. ID 


LIB3180-012-P2-M1-E3 


Method 


n t 7\ c* mvi 

BLASTN 


NCBI GI 


g416150 


BLAST score 


64 


E value 


9. 0e-28 


Match length 


11/; 
lib 


% identity 


89 


NCBI Description 


Zea mays beta-8 tubulin (tub8) mRNA, complete 


Seq. No. 


300111 


Seq. ID 


LIB3180-012-P2-M1-E5 


Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


127 


E value 


2.0e-65 


Match length 


175 


% identity 


93 


NCBI Description 


Zea mays zein protein gene, complete cds 


Seq. No. 


300112 


Seq. ID 


LIB3180-012-P2-M1-G6 


Method 


BLASTN 


NCBI GI 


g22549 


BLAST score 


151 


E value 


1.0e-79 


Match length 


231 


% identity 


91 


NCBI Description 


Maize gene for a 27kDa storage protein, zein 


Seq. No. 


300113 


Seq. ID 


LIB3180-013-P2-M1-A4 


Method 


BLASTX 


NCBI GI 


g2789660 


BLAST score 


156 


E value 


2.0e-10 


Match length 


51 


% identity 


63 


NCBI Description 


(AF040102) pl05 [Arabidopsis thaliana] 


Seq. No. 


300114 



42237 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3180-013-P2-M1-B1 
BLASTX 
g82718 
291 

2.0e-26 

68 
84 

pyruvate, orthophosphate dikinase (EC 2.7 
- maize (fragment) >gi_257810_bbs_117087 
orthophosphate dikinase, PPDK {N-terminal} [maize, Peptide 
Partial, 90 aa] [Zea mays] 



9.1) 2, cytosolic 
(S46967) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300115 

LIB3180-013-P2-M1-B9 

BLASTX 

g548770 

346 

8.0e-46 

133 

75 

60S RIBOSOMAL PROTEIN L3 >gi_4 81228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

300116 

LIB3180-013-P2-M1-D2 

BLASTX 

gl21631 

200 

1.0e-15 

83 
54 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR 

>qi 72323 pir KNNT2S glycine-rich protein 2 - wood tobacco 

>gi_19743_emb_CAA42622_ (X60007) nsGRP-2 [Nicotiana 

sylvestris] 

300117 

LIB3180-013-P2-M1-D3 

BLASTX 

g3914557 

442 

4.0e-46 

111 
92 

RAS-RELATED PROTEIN RAB7 (POSSIBLE APOSPORY-ASSOCIATED 
PROTEIN) >gi_1155265 (U40219) possible apospory-associated 
protein [Pennisetura ciliare] 

300118 

LIB3180-013-P2-M1-F2 

BLASTN 

g342659 

319 

1.0e-179 

327 

100 



42238 



NCBI Description 



Maize (Black Mexican Sweet) mitochondrial 1.9 kb plasmid, 
complete 



Seq. No. - 


300119 


Seq. ID 


LIB3180-013-P2-M1-H5 


Method 




NCbl bl 


gz z o z 4 


BLAST score 


OU 


E value 


j . ue i y 


Match length 


O 1 

ol 


% identity 




NCBI Description 


iiea mays mrsiNri. enoou.iiiy a. zciii ^^-luiic ijujiny 


Seq. No. 


300120 


Seq. ID 


LIB3180-014-P2-M1-A5 


Metnod 


QT 7\ QT'Y 


NCBI GI 


g4Uoo J OU 


BLAST score 


ZlO 


h vaiue 


z . ue 1 / 


Match length 


11 y 


% identity 


oy 


NCBI Description 


I IIojZ j) U.1JJXT y _L U.t_-U 0 c *± , U viti i-L jr U-I a LuOC Ln^LiiiujsJxaiicis 


Seq. No. 


300121 


Seq. ID 


LIB3180-014-P2-M1-C2 


Method 


rSLAbl A 


NCBI GI 


gJoyy4 yi 


BLAST score 


O A O 

302 


E value 


1 . ue-Z / 


Match length 


Tin 

119 


% identity 


51 


NCBI Description 


(ArUojl^y) putative aiumoLransierase LUapsicum oiixiifc;i.Loi 


Seq. No. 


300122 


Seq. ID 


LIB3180-014-P2-M1-D8 


Method 


BLASTX 


NCBI GI 


™i /coffin 

gloooyy 


BLAST score 




E value 


/ . ue-oo 


Match length 


llo 


% identity 


■"7 1 

71 


NCBI Description 


(JXioUoobj zein [Ziea maysj 


beq. jno . 


OUU1ZO 


Seq. ID 


LIB3180-014-P2-M1-E1 


Method 


BLASTX 


NCBI GI 


gll4420 


BLAST score 


142 


E value 


7.0e-09 


Match length 


57 


% identity 


53 


NCBI Description 


ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 



>gi_100882_pir S114 91 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - maize 
>gi_22173__emb_CAA38140_ (X54233) ATPase Fl subunit protein 
[Zea mays] >gi_897618 (M36087) F-l-ATPase subunit 2 [Zea 
mays] 



42239 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300124 

LIB3180-014-P2-M1-E3 

BLASTN 

g2687433 

43 

7.0e-15 

95 

86 

Tragopogon dubius large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300125 

LIB3180-014-P2-M1-F3 

BLASTX 

gll4420 

498 

2.0e-50 

110 

91 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_100882_pir S11491 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - maize 
>gi_22173_emb_CAA38140_ (X54233) ATPase Fl subunit protein 
[Zea mays] >gi_897618 (M36087) F-l-ATPase subunit 2 [Zea 
mays] 



Seq. No. 


300126 


Seq. ID 


LIB3180-014- 


Method 


BLASTN 


NCBI GI 


g22549 


BLAST score 


42 


E value 


8.0e-15 


Match length 


70 


% identity 


90 


NCBI Description 


Maize gene . 


Seq. No. 


300127 


Seq. ID 


LIB3180-015- 


Method 


BLASTX 


NCBI GI 


g3402679 


BLAST score 


161 


E value 


4.0e-ll 


Match length 


68 


% identity 


59 


NCBI Description 


(AC004697) i 


Seq. No. 


300128 


Seq. ID 


LIB3180-015 


Method 


BLASTX 


NCBI GI 


g4512685 


BLAST score 


148 


E value 


2.0e-09 


Match length 


38 


% identity 


66 


NCBI Description 


(AC006931) 




>gi 4559325 



a 27kDa storage protein, zein 



42240 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300129 

LIB3180-015-P2-M1-G3 

BLASTX 

g3360293 

263 

7.0e-28 

99 

70 

(AF023166) leucine-rich repeat transmembrane protein kinase 
3 [Zea mays] 



Seq. No. 


300130 


Seq. ID 


LIB3180-015-P2-M1-G4 


Method 


DT 7\ nrpv 

dLAo 1 A 


NCBI GI 


gz / oUj4j 


BLAST score 


A A 1 


E value 


n n^_/l A 

/ . ue 44 


Match length 


90 


% identity 


26 


NCBI Description 


f T7Q / Q^f7 ^ nK ■? An t-Ht-t-i f/ival^T Hone i<3 "hHall^TtS 
^Uo4i?D/j UDl(|UlLin L-".r a.JLJXU.Upi3 lo UIlci-LXciiia. 


Seq. No. 




Seq. ID 


LIB3180-015-P2-M1-H5 


Method 


BLASTX 


NCBI GI 


go f l±±b 


BLAST score 


242 


E value 


2 . Oe-20 


Match length 




% identity 


22 


NCBI Description 


(X79770) sti (stress inducible protein) 


Seq. No. 




Seq. ID 


LIB3180-015-P2-M1-H7 


Method 


BLASTX 


NCBI GI 


gzooooi y 


BLAST score 




E value 


9 . Ue-o9 


Match length 


135 


% identity 


49 


NCBI Description 


(AE001169) conserved hypothetical protei: 




burgdorferi] 


Seq. No. 


300133 


Seq. ID 


LIB3180-016-P2-M1-A12 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


302 


E value 


8.0e-28 


Match length 


71 


% identity 


80 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 


Seq. No. 


300134 


Seq. ID 


LIB3180-016-P2-M1-B3 


Method 


BLASTX 



[Glycine max] 



42241 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl709619 
274 

3.0e-24 

80 
68 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) / 
DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE-PROTEIN GL YCOT RAN SFE RASE 
(GLYCOSYLATION SITE-BINDING CHAIN) (GSBP) 

>gi_214 6814_pir S69181 protein disulfide isomerase (EC 

5.3.4.1) precursor - maize >gi_625148 (L39014) protein 
disulfide isomerase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300135 

LIB3180-016-P2-M1-B5 

BLASTN 

gl68425 

61 

3.0e-26 

61 

100 

Zea mays brittle-1 protein 



(btl) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300136 

LIB3180-016-P2-M1-F12 

BLASTN 

g413792 

35 

3.0e-10 

139 
81 

Cloning vector lambda EMBL3 SP6/T7, left arm 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300137 

LIB3180-016-P2-M1-G6 

BLASTX 

g4210330 

209 

3.0e-17 

49 

80 

(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300138 

LIB3180-016-P2-M1-G9 

BLASTX 

g4322327 

234 

6.0e-20 

71 

61 

(AF080545) peptide transporter [Nepenthes alata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300139 

LIB3180-017-P2-M1-A12 

BLASTX 

g4432841 



42242 




BLAST score 220 

E value 7.0e-18 

Match length 82 

% identity 54 

NCBI Description (AC006283) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 300140 

Seq. ID LIB318Q-017-P2-M1-B12 

Method BLASTX 

NCBI GI gl68691 

BLAST score 246 

E value 6.0e-21 

Match length 121 

% identity 49 

NCBI Description (M29628) zein [Zea mays] 



Seq. No, 




Seq. ID 


TTTJOIOn A1 7 TlO Ml "DC 

LIBolou-Ul /-rz-Mi-DD 


Method 


£5lxrt.b 1 IN 


NCBI GI 


gyo4 /do 


BLAST score 


A O 

4 J 


E value 


(z rid— i r 
o . ue id 


Match length 




% identity 


85 


NCBI Description 


O.sativa mRNA for chilling- inducible prote 


Seq. No. 


300142 


Seq. ID 


LIBoloU-Ul /-Pz-Ml-B / 


Metnoa 




\Trfn t /— • t 

NCBI GI 


— 1 /"COOT "3 

gloooolo 


BLAST score 


o i /~ 
276 


E value 


& . ue-zy 


Match length 


J .3 


2* *l r"*l "fr" *1 X T 

^ luciiLity 


O .7 


NCBI Description 


(Y08987) osr40g2 [Oryza sativa] 


Seq. No. 


300143 


Seq. ID 


LIB3180-017-P2-M1-C1 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


210 


E value 


5.0e-17 


Match length 


82 


% identity 


56 


NCBI Description 


(AF031569) 22-kDa alpha zein 10 [Zea mays] 


Seq. No. 


300144 


Seq. ID 


LIB3180-017-P2-M1-D2 


Method 


BLASTX 


NCBI GI 


g3914424 


BLAST score 


258 


E value 


2.0e-22 


Match length 


70 


% identity 


74 


NCBI Description 


PROTE AS OME COMPONENT C8 (MACROPAIN SUBUNIT 



(MULT I CATALYTIC ENDO PEPTIDASE COMPLEX SUBUNIT C8) 
>gi_2511592_emb_CAA74027.1_ (Y13693) mult i catalytic 



42243 



endopeptidase complex, proteasome component > alpha subunit 
[Arabidopsis thaliana] 



Seq. No. 


300145 


Seq. ID 


LIB3180-017-P2-M1-D7 


lit; l_l Hw>vJ. 


BLASTN 


MPDT (IT 






79 


V val IIP 
J— I V a J- Liv> 


2 . Oe-36 




ill 
in 


O -L 111 — L <— _y 


94 


NfPRT D^ < ^r , T*"i Tit* i on 


Triav^ ribosomal orotein L2 


Sea. No. 


300146 


Seq. ID 


LIB3180-017-P2-M1-E1 


Method 


BLASTX 


NCBI GI 


g2506139 


BLAST score 


295 


E value 


1.0e-26 


Match length 


76 


% identity 


84 


NCBI Description 


COATOMER DELTA SUBUNIT (DELTA- 



(DELTA-COP) 



(ARCHAIN) >gi_1314049_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



Seq. No. 


300147 


Seq. ID 


LIB3180-017-P2-M1-E9 


Method 


BLASTX 


NCBI GI 


g3372518 


BLAST score 


205 


E value 


3.0e-16 


Match length 


76 


% identity 


55 


NCBI Description 


(AF050631) invertase [Zea mays] 


Seq. No. 


300148 


Seq. ID 


LIB3180-017-P2-M1-F3 


Method 


BLASTX 


NCBI GI 


gl345587 


BLAST score 


175 


E value 


5.0e-13 


Match length 


64 


% identity 


62 


NCBI Description 


14-3-3-LIKE PROTEIN GF14-6 >gi_ 




GF14-6=14-3-3 protein homolog [, 




aa] [Zea mays] 


Seq. No. 


300149 


Seq. ID 


LIB3180-017-P2-M1-F4 


Method 


BLASTX 


NCBI GI 


g67155 


BLAST score 


228 


E value 


4.0e-19 


Match length 


91 



% identity 

NCBI Description 



53 

pyruvate, orthophosphate dikinase (EC 2.7.9.1) precursor 
maize 



42244 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300150 

LIB3180-017-P2-M1-G11 

BLASTN 

gl68514 

140 

8.0e-73 

304 

87 

Z.mays cl locus myb homologue cDNA, exons 1-3 
300151 

LIB3180-017-P2-M1-G5 

BLASTX 

gll9150 

160 

2.0e-ll 

49 

69 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_82081__pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb__CAA32618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810__emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300152 

LIB3180-017-P2-M1-H3 

BLASTX 

g2921209 

268 

2.0e-23 

72 

78 

(AF026148) beta-ketoacyl-ACP synthase I 
frutescens] 



[Perilla 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300153 

LIB3180-018-P2-M1-A11 

BLASTX 

g3236238 

172 

2.0e-12 

59 
59 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_45197 92__dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300154 

LIB3180-018-P2-M1-E1 

BLASTN 

g22549 

178 

2.0e-95 

270 

92 



42245 



NCBI Description Maize gene for a 27kDa storage protein, zein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300155 

LIB3180-018-P2-M1-E5 

BLASTX 

g3334474 

190 

1.0e-14 

71 
59 

OLEOSIN ZM-I (OLEOSIN 16 KD) (LIPID BODY-ASSOCIATED MAJOR 
PROTEIN) (LIPID BODY-ASSOCIATED PROTEIN L3) 

>gi_107 6817_pir S52029 oleosin 16 - maize >gi_687245 

(U13701) 16 kDa oleosin [Zea mays] 



Seq. No. 


jUUIjO 


Seq. ID 


LlBoioU-Ulo-rZ-lXlJ-— HiO 


Method 


DT 7\ OTV 

BLAoTa 


NCBI GI 


go / 


BLAST score 


1 / 9 


E value 


O A ~ 1 Q 

3 . Oe-lo 


Match length 


llz 


% identity 


10 


NCBI Description 


(Z35759) ubiquitin [Tetrahymena pyriformis] 


Seq. No. 


300157 


Seq. ID 


LIB31oU-Ulo-P^-*Mi-bIU 


Method 


BLASTX 


NCBI GI 


g^ooy / 14 


BLAST score 


111 


E value 


3 . 0e-13 


Match length 


I b 


% identity 


51 


NCBI Description 


(Z97178) elongation factor 2 [Beta vulgaris] 


Seq. No. 


JUUlOo 


Seq. ID 


LIB3180-018-P2-M1-G9 


Method 


BLASTN 


NCBI GI 


g556672 


BLAST score 


46 


E value 


5.0e-17 


Match length 


66 


% identity 


92 


NCBI Description 


S.cereale (Halo) chloroplast mRNA for heat-shock protein 


Seq. No. 


300159 


Seq. ID 


LIB3180-018-P2-M1-H3 


Method 


BLASTX 


NCBI GI 


g548770 


BLAST score 


440 


E value 


1.0e-43 


Match length 


101 


% identity 


83 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 >gi 481228 pir S38359 ribosomal 


protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 




ribosomal protein L3 [Oryza sativa] 



42246 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300160 

LIB3180-019-P2-M1-A11 

BLASTX 

g2117937 

240 

2.0e-20 

65 
75 

UTP — glucose-l-phosphate uridylyltrahsf erase (EC 2.7.7.9) 
barley >gi_1212996_emb_CAA6268 9_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 





300161 
~j \j \j j. \j j- 


Seq. ID 


LIB3180-019-P2-M1-A2 


Method 


BLASTX 


MfDT (IT 


y iioiu / -j 


ir>j_ii\oi score 




E value 


i . ue i y 


ixiaLcn leiiy til 


7^ 


% identity 


OD 


NCBI Description 


^U4iooz; neai, shock pjrotein cogiia.ue /u [oui-yiiuiLL j 


beq. no. 


jU u jl dz 


Seq. ID 


LIB3180-019-P2-M1-D11 


Method 


BLASTX 


NCBI (j! 


g40 1U4Z J 


BLAST score 


loo 


E value 


i . ue-n 


i v iar.cn lengun 


R9 


% identity 


OD 


NCBI Description 


(ALUUoyzyj unknown protein [AraDictopsis unananaj 


Seq. No. 




beq. ID 


itioo lo u _ uiy —tz— mi— jjiz 


Method 


fcJi-jiiO IN 


NCBI GI 


g22524 


BLAST score 


121 


E value 


7.0e-62 


Match length 


125 


% identity 


99 


NCBI Description 


Zea mays mRNA encoding a zein (clone ZG31A) 


Seq. No. 


300164 


Seq. ID 


LIB3180-019-P2-M1-G6 


Method 


BLASTX 


NCBI GI 


gl762945 


BLAST score 


158 


E value 


1.0e-10 


Match length 


50 


% identity 


60 


NCBI Description 


(U66269) ORF; able to induce HR-like lesions [Nicotiana 




tabacum] 



Seq. No. 300165 

Seq. ID LIB3180-019-P2-M1-H6 

Method BLASTX 

NCBI GI g3599491 



42247 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



250 

1.0e-21 

76 
62 

(AF085149) putative aminotransferase [Capsicum chinense] 
300166 

LIB3180-020-P2-M1-B7 

BLASTN 

gl532072 

85 

3.0e-40 

137 
91 

Z.mays mRNA for S-adenosylmethionine decarboxylase 
300167 

LIB3180-020-P2-M1-C1 

BLASTX 

gl076809 

156 

7.0e-ll 

71 

51 

H+-transporting ATPase {EC 3.6.1.35) - maize 
>gi_758355_emb_CAA59800_ (X85805) H (+) -transporting ATPase 
[Zea mays] 

300168 

LIB3180-020-P2-M1-D3 

BLASTX 

g2959732 

256 

2.0e-22 

52 

83 

(Y13649) homologous to GATA-binding transcription factors 
[Arabidopsis thaliana] 

300169 

LIB3180-020-P2-M1-H4 

BLASTX 

g3152587 

258 

2.0e-22 

87 

68 

(AC002986) Similar to CREB-binding protein homolog 
gb_U88570 from D. melanogaster and contains similarity to 
callus-associated protein gb_U01961 from Nicotiana tabacum. 
EST gb_W43427 comes from this gene. [Arabidopsis thaliana] 

300170 

LIB3180-021-P2-M1-A12 

BLASTX 

g3608171 

398 



42248 



E value 
Match length 
% identity 
NCBI Description 



6.0e-39 

103 

80 

(D86306) proton-translocating inorganic pyrophosphatase 
[Cucurbita moschata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300171 

LIB3180-021-P2-M1-A6 

BLASTX 

gl41597 

363 

1.0e-34 

130 
64 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE A30) 

>gi_72314_pir ZIZM3 19K zein precursor (clone A30) - maize 

>gi_22545_emb__CAA24728_ (V01481) reading frame zein [2] 
[Zea mays] 



Seq. No. 


qnm no 


Seq. ID 


LIB JloO-Uzl-Pz-Ml-Bll 


Method 


BLASTN 


NCBI GI 


gzzo4y 


BLAST score 


lUo 


E value 


7.0e-53 


Match length 


158 


% identity 


92 


NCBI Description 


Maize gene for a 27kDa storage 


Seq. No. 




Seq. ID 


LIB3180-021-P2-M1-C8 


Method 


BLASTN 




gz D DO J 


BLAST score 


64 


E value 


2.0e-27 


Match length 


80 


% identity 


95 


NCBI Description 


Zea mays ubiquitin conjugating 




cds 


Seq. No. 


300174 


Seq. ID 


LIB3180-021-P2-M1-D1 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


123 


E value 


8.0e-63 


Match length 


213 


% identity 


89 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 


Seq. No. 


300175 


Seq. ID 


LIB3180-021-P2-M1-E9 


Method 


BLASTN 


NCBI GI 


g311238 


BLAST score 


84 


E value 


7.0e-40 


Match length 


136 



mRNA, complete 



42249 



% identity 91 

NCBI Description Z.mays catl gene for catalase 



Seq. 
Seq. 



No. 

ID 



300176 

LIB3180-021-P2-M1-F5 



i v ie Liiou. 


LJlJr\tD L LM 


MfDT PT 


rrl 1 P4771 


DT 7\ QT 1 o r~< nro 
a JjfiO ± o O KJ 1. 




TP tt t» 1 n A 




jyiaucn lengun 


1 fl ^ 
10 J 


& i Hani" i 


89 




7,pa niavs 

LA v^-» L-l XLLdL V k*/ 




(gpc2) ml 


oeq . no . 


jUUI / / 


oeq. iu 


T TR^I flfl — 

LilDJlOU 


Method 


rJJ_LtiD 1 IN 




y j_ vj o *± £. u 


BLAST score 


loo 


E value 


1 . ue— o o 


Match length 


9 n ^ 


Q, -i A n 4— T T 

-6 xaenuii-y 




IN^-DJ. UcbOIipLlUU 


t. d iuci_y o 


Seq. No. 


300178 


Seq. ID 


LIB3180- 


Method 


BLASTX 


NCBI GI 


gll9355 


BLAST score 


216 


E value 


2.0e-17 


Match length 


55 


% identity 


82 


NCBI Description 


ENOLASE 



mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1 ( 2 - PHOS PHOGLYCERATE DEHYDRATASE 1) 
( 2 - PHOS PHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[Zea mays] 

300179 

LIB3180-022-P2-M1-C4 

BLASTX 

gll3621 

211 

2.0e-17 

44 

95 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300180 

LIB3180-022-P2-M1-C7 

BLASTN 

g260041 



42250 



BLAST score 

E 'value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 

3.0e-12 

66 
89 

Sh2=shrunken-2 locus [maize, mRNA Partial, 18 67 nt] 
300181 

LIB3180-022-P2-M1-E6 

BLASTX 

g232172 

239 

1.0e-20 

77 
66 

GLUCOSE-1-PHOSPHATE ADENYLYLTRANS FERASE SMALL SUBUNIT 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E B) (ALPHA-D-GLUCOSE-1-PHCSPHATE 

ADENYL TRANSFERASE) >gi_481816_pir S39504 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) - 
wheat >gi_21687_emb_CAA4 6879_ (X66080) ADP-glucose 
pyrophosphorylase [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300182 

LIB3180-022-P2-M1-E7 

BLASTX 

g421929 

215 

2.0e-17 

60 
11 

ubiquitin 
ubiquitin 



- tomato >gi_312160_ernb_CAA51679_ (X73156) 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300183 

LIB3180-022-P2-M1-F6 

BLASTX 

g3641839 

197 

3.0e-15 

52 
67 

(AL023094) 
thaliana] 



isoflavone reductase - like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300184 

LIB3180-023-P2-M1-A12 

BLASTX 

gl68586 

428 

2.0e-46 

112 

91 

(M58656) pyruvate, orthophosphate dikinase [Zea mays] 



Seq. No. 
Seq. ID 

Method 



300185 

LIB3180-023-P2-M1-D6 
BLASTX 



42251 



NCBI GI -* 
BliAST score ■ 
E value 
Match length 
% identity 
NCBI Description 



g3121867 
186 

2.0e-14 

71 
54 

C0P1 REGULATORY PROTEIN >gi JL694900_eirib_CAA70768_ 
Copl protein [Pisum sativum] 



(Y09579) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300186 

LIB3180-023-P2-M1-D7 

BLASTX 

g4105719 

286 

3.0e-26 
54 
93 

(AF050128) 
[Zea mays] 



cell wall invertase Incw2; beta-f ructosidase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300187 

LIB3180-023-P2-M1-G9 

BLASTX 

g2507281 

238 

3.0e-20 

50 
92 

GTP-BINDING NUCLEAR PROTEIN RAN- 2 >gi_l 6687 06_emb_CAA6 604 8_ 
(X97380) atran2 [Arabidopsis thaliana] 



Seq. No. 


300188 


Seq. ID 


LIB3180-024-P2-M1-A12 


Method 


BLASTX 


NCBI GI 


g3135543 


BLAST score 


182 


E value 


5.0e-14 


Match length 


52 


% identity 


67 


NCBI Description 


(AF062393) aquaporin [Oryza sativa] 


Seq. No. 


300189 


Seq. ID 


LIB3180-024-P2-M1-A8 


Method 


BLASTN 


NCBI GI 


g602252 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


40 


% identity 


97 


NCBI Description 


Zea mays enolase (eno2) mRNA, complete 


Seq. No. 


300190 


Seq. ID 


LIB3180-024-P2-M1-B3 


Method 


BLASTX 


NCBI GI 


g3212871 


BLAST score 


195 


E value 


2.0e~15 


Match length 


76 



42252 




% identity 51 

NCBI Description (AC004005) putative translation initiation factor 
[Arabidopsis thaliana] 



Seq. No. 


300191 
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(AF032974} aermin-like orotein 4 TOrvza 


sativa 3 


Seq. No. 


300192 
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Q/l 
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Seq. No. 


300193 
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T TR^I ft 0—094— P9— Ml — r 1 ? 
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z * ue 
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Seq. No. 


300194 




Seq. ID 


LIB3180-024-P2-M1-D12 




T\A ^ 4- Vi 

ixie Liioa 


DXjriO 1 IN 




lNk^£5± ox 


rrl £ft A 
y X DO DO Q 




.Dijiioi score 


1 07 
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4 . Uc DO 




ixia ten lengLii 






% identity 


Q9 
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IM^OX UcobI X Ly LXUU 
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^ OI1X UilJvCll 








Seq. No. 


300195 




Seq. ID 


LIB3180-024-P2-M1-D8 




Method 


BLASTX 




NCBI GI 


gl41605 




BLAST score 


455 




E value 


2.0e-45 




Match length 


124 




% identity 


73 





NCBI Description ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



42253 




Spa Nfn 


300196 


Sea ID 


LIB3180-024-P2-M1-E8 


Method 


BLASTX 


NCBI GI 


g4115371 


BLAST score 


265 


E valup 

J—J V d LA «^ 


3 Oe-23 


Matph 1 pnath 


113 


o _nj.t;ii. l-x i_y 


>^ ^. 


NCBI De^crintion 


(AC00S967} unknown nrotpin fAr'abidonsis thalianal 


O L£ • IM \ J • 


JwUl? / 


Spa TD 


LIB3180-024-P2-M1-F2 


Method 


BLASTX 


NCBI GI 


g4104056 


BLAST score 


245 


Fl Va 1 UP 

XJ V UJ*Uw 


3. Oe-21 


Matph 1 pnath 


54 




83 


NCBI Description 


(AF0311941 S276 rTriticum aestivuml 




3001 


Sea ID 


LIB3180-024-P2-M1-H3 

XJ J- XJ X VJ <J W iL. ^ X ^L. ill 


Method 


BLASTX 


NCBI GI 


g3043415 


BLAST score 


331 


Hi Val UC 


4 . Oe-31 




70 


O lUCllL±Ly 


Q1 


NCBI Dp^print inn 

i_\ \^ J_J X J_y — * kj> V** X_ _i_ Kw/ _1_ **J 1 X 


fY170S3^ At~h<3r70-3 TArabidonsis thalianal 


oeq. ino» 




Spa TD 

uCV^i X XJ 


T.TR31 R0-024-P9-M1 -HS 


11 C- L-llL/H 


XJ XJxiO X /i. 




a331 QRft? 


BLAST score 


152 


E value 


4.0e-10 


Mafph 1 pnfTt"h 


86 


$; "i dpni" i +■ v 


45 


LNLiDX UvuUJ L kJ L. X L/l 1 


^AiT004Q60^ ^lnnfiAfinn fart nr 1— alr>ha ^FFI— al fTi rpr 

\r\\J KJKJ *± Zt \J\J j CxUli^a.L±Ull J- d L^ U LJ x. -L CL -LJ^llCL ^Jji i, CI ^ [U1LC1 




ari et inuni] 


O G L^ • VtsJ • 




Seq. ID 


T.TR31 R0-0?4-P?-Ml -H7 




BLASTX 

XJXXlJ.kJ X x\ 


NCBI GI 


g2275211 


BLAST score 


165 


Hi VdiUc 


^- • Uc XX 


Ud L-L^ii Xtrl lLj L.11 


P7 


^ xu.oiiuxl.\/ 


Do 


NCBI Dp^pti nt i on 


iAC002337^ RNA helirasp i^olocr TArabidonsis thalian; 




JUUiUl 


Seq. ID 


LIB3180-027-P2-M2-B8 


Method 


BLASTX 


NCBI GI 


gll9150 


BLAST score 


387 


E value 


7.0e-38 



42254 



Match length 

% identity 

NCBI Description 



87 
86 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273__emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-448) [Lycopersicon esculentum] 
>gi_295810__emb_CAA37212__ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300202 

LIB3180-027-P2-M2-F11 

BLASTX 

g2498329 

172 

8.0e-13 

53 

60 

PATTERN FORMATION PROTEIN EMB30 >gi_2129665_pir S65571 

pat tern- formation protein GNOM - Arabidopsis thaliana 
>gi_1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (U56141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 



Seq. No. 


300203 


Seq. ID 


LIB3180-028-P2-M2-A6 


Method 


BLASTN 


NCBI GI 


gl491773 


BLAST score 


53 


E value 


3.0e-21 


Match length 


105 


% identity 


88 


NCBI Description 


Z.mays mRNA for cysteine proteinase 


Seq. No. 


300204 


Seq. ID 


LIB3180-028-P2-M2-C3 


Method 


BLASTX 


NCBI GI 


g3549667 


BLAST score 


188 


E value 


1.0e-14 


Match length 


68 


% identity 


60 


NCBI Description 


(AL031394) Arabidopsis dynamin-like 




[Arabidopsis thaliana] 


Seq. No. 


300205 


Seq. ID 


LIB3180-028-P2-M2-D11 


Method 


BLASTX 


NCBI GI 


g2760349 


BLAST score 


362 


E value 


1.0e-34 


Match length 


87 


% identity 


17 



NCBI Description (U84969) ubiquitin [Arabidopsis thaliana] 



42255 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300206 

LIB3180-028-P2-M2-F10 

BLASTX 

g417745 

219 

6.0e-18 

83 
57 

ADENOSYLHOMOCYSTEINASE ( S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_170773 (L11872) 
S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300207 

LIB3180-028-P2-M2-F9 

BLASTN 

g!68425 

82 

1.0e-38 

106 

94 

Zea mays brittle-1 protein 



(btl) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300208 

LIB3180-028-P2-M2-H8 

BLASTX 

g4138179 

268 

4.0e-24 

64 

81 

(AJ223969) elongation factor 1 alpha subunit [Malus 
domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300209 

LIB3180-029-P2-M2-C4 

BLASTN 

gl68482 

80 

3.0e-37 

184 
86 

Corn starch branching enzyme II mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300210 

LIB3180-029-P2-M2-F10 

BLASTN 

g3318612 

53 

3.0e-21 

69 

94 

Zea mays mRNA for mitochondrial phosphate transporter, 
complete cds 



Seq. No. 
Seq. ID 
Method 



300211 

LIB3180-030-P2-M2-A2 
BLASTX 



42256 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2642159 
159 

1.0e-10 

53 

58 

(AC003000) putative mannose-1 -phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4151925 
(AF108 660) CYT1 protein [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300212 

LIB3180-030 

BLASTX 

gl29171 

221 

6.0e-18 

81 
65 

OPAQUE-2 
(X15544) 



-P2-M2-B11 



REGULATORY PROTEIN >gi_22388_emb_CAA33550_ 
opaque-2 protein [Zea mays] 



Seq. No. 


300213 


Seq. ID 


LIB3180-030-P2-M2-B4 


Method 


BLASTX 


NCBI GI 


g2104712 


BLAST score 


486 


E value 


3.0e-49 


Match length 


115 


% identity 


89 


NCBI Description 


(U95180) endosperm speci 


Seq. No. 


300214 


Seq. ID 


LIB3180-030-P2-M2-F4 


Method 


BLASTX 


NCBI GI 


gl076748 


BLAST score 


209 


E value 


6.0e-17 


Match length 


65 


% identity 


62 


NCBI Description 


major intrinsic protein 



(D17443) major intrinsic protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300215 

LIB3180-030-P2-M2-G3 

BLASTX 

g3281846 

267 

1.0e-23 

70 
76 

(AJ006404) late elongated hypocotyl 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



300216 

LIB3180-031-P2-M2-A11 

BLASTX 

g2435522 

192 



42257 
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Method 


BLASTN 


NCBI GI 
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NCBI GI 


g257040 
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167 
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300990 

O U U a. u 


Seq. ID 


T.TR31 RO-031 -P2-M9-F? 

illDJlUU U Jl XT Ll£i J. 


Method 


BLASTN 


iV V-/ U X OX 


a2286152 


BLAST score 


72 


E value 


2.0e-32 


l let i— t^ii x tiiiy uii 


o o 


0- i H ^ m +* i f-tr 

t> lUciniiy 




in^jdx uescription 


Ziea mays cytoplasmic maxaue uenycirogeiidDc iurviNri/ uoiupxtiLfc; 




cds 


oeq. no. 


700991 


Seq. ID 


LTB31 80-031 -P2-M2-F3 

XJ _L U JXU U KJ A- XT£> 1 l£i X, *J 




PT A^ITN 


NCBI GI 


g2909845 


BLAST score 


92 


E value 


2.0e-44 


Match length 


122 


% identity 


93 


NCBI Description 


Zea mays (S) -adenosyl-L-methionine : delta 24-sterol 



42258 



methyltransferase mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300222 

LIB3180-031-P2-M2-F7 

BLASTX 

g282994 

212 

1.0e-17 

45 
82 

Sipl protein - barley >gi_167100 
protein [Hordeum vulgare] 



(M77475) seed imbibition 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300223 

LIB3180-031-P2-M2-G8 

BLASTN 

g2257755 

51 

4.0e-20 

95 

88 

Zea mays nucleolar histone deacetylase HD2-p39 mRNA, 
complete cds 

300224 

LIB3180-032-P2-M2-C11 

BLASTX 

gl710551 

281 

3.0e-25 

51 

100 

60S RIBOSOMAL PROTEIN L39 >gi_1177369_emb_CAA64728_ 
(X95458) ribosomal protein L39 [Zea mays] 

300225 

LIB3180-033-P2-M2-B2 

BLASTN 

g435456 

34 

4.0e-10 

85 

85 

Proso millet gene for aspartate aminotransferase, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300226 

LIB3180-033-P2-M2-B5 

BLASTX 

g3132825 

212 

2.0e-17 

45 

93 

(AF063403) putative cytosine-5 DNA methyltransferase [Zea 
mays] 



42259 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300227 

LIB3180-033-P2-M2-C7 

BLASTX 

g2967456 

182 

5.0e-14 

50 

74 

(AB012048) sulfate transporter [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300228 

LIB3180-033-P2-M2-D1 

BLASTN 

g257807 

57 

1.0e-23 

61 

98 

cyppdkZml=orthophosphate dikinase {5' region} 
Genomic, 895 nt] 



[maize/ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300229 

LIB3180-033-P2-M2-G10 

BLASTX 

g3334349 

174 

6.0e-13 

79 
49 

GLYCYL-TRNA SYNTHETASE (GLYCINE — TRNA LIGASE) (GLYRS) 
>gi_2564215_emb_CAA05162_ (AJ002062) glycyl-tRNA synthetase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300230 

LIB3180-033-P2-M2-G6 

BLASTX 

g3334349 

193 

1.0e-19 

85 
59 

GLYCYL-TRNA SYNTHETASE (GLYCINE — TRNA LIGASE) (GLYRS) 
>gi_2564215_emb_CAA05162_ (AJ002062) glycyl-tRNA synthetase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



300231 

LIB3180-034-P2-M2-A3 

BLASTN 

gl3918 

75 

1.0e-34 

115 

91 

Maize mitochondrial DNA for 5kB alpha-Rl repeat 
300232 

LIB3180-034-P2-M2-B9 



42260 



Mot" ViPiH 

IMC U11UU 


RLASTN 

XvXXcT.O X Lil 


NCBI GI 


gl495231 


BLAST score 


41 


Hi V ClX U.C 


2 . Oe-14 


M a 4- fi V» 1 ri rtT" V> 

l v ia.l,CIi ±tiliyi_ll 


7Q 




0 / 


MPRT Ho c r* v* n t"\t" n rin 
1NO.DX JJcoC*!. Xp LXUil 


7 m^\7<3 TnR"NIZ\ "For* 991rn 701 n nro"t"P"i n 


oeq. wo. 




O " • XL/ 


LIB3180-034-P2-M2-E3 


11C LHUU 


BLASTX 


NCBI GI 


g4581164 


BLAST score 


261 


111 V Q.-L. L1C 


3 Oe-23 


Ma1"ph 1 can n"t" n 
L id. L- Oil xciiy LIl 


74 


o X(J.Gll L. J- 




MPRT Hp cpri "n't - i on 

1\\>D1 i/COUJ LULXUli 


/AP00fi??fi} nutativp Dolvrjrotein TArabidoDsis thai 


OcCj. WO. 






LTB3180-034-P2-M2-E7 


Mot" hfiH 


RT.ASTN 




rrl 1 R477S 


BLAST score 


47 


E value 


8.0e-18 


L v laL(_Il Xfc2JuyL.Il 


0 0 


% lueriLiLy 


P Q 

O Zf 


T\T i^"* T2 T O ^ ^ /~i v t t"\ +■ i r\ t*i 
INUIjX UcSCiipLlUll 


7q3 tti aire rrl 1 Hoh^/rlo — ^— nhriQ'nhat'P HpVi\7H "POrfPT"! 3 ^P 
acd IlLdyib yxyofcrXciXu.fc;iJ.y\at; -D ^JiUJopiia. utr uciiyuiuyciiaoc 






064. LNO . 




OfcJCJ. xu 


lilD JiO U UJi x <i, 1 1-C. x X 




BLASTX 


NCBI GI 


gl36063 


BLAST score 


159 


E value 


2.0e-ll 


Match length 


50 


% identity 


66 



NCBI Description 



TRIOSEPHOSPHATE I SOME RASE, CYT0S0LIC (TIM) 

>gi_68426_pir ISZMT triose-phosphate isomerase (EC 

5.3.1.1) - maize >gi_168647 (L00371) triosephosphate 
isomerase 1 [Zea mays] >gi_217 974_dbj_BAA00009_ (D00012) 
triosephosphate isomerase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300236 

LIB3180-034-P2-M2-H12 

BLASTN 

g22544 

144 

2.0e-75 

176 

95 

Maize mRNA (clone A30) for zein (a plant storage protein) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300237 

LIB3180-035-P2-M2-A2 

BLASTX 

g2511535 



42261 




BLAST score 


298 


E value 


4.0e-44 


M^1~ph 1 pncrth 


106 


3; -I Hf^n t* 1 1" v 


86 


NCBI Description 


(AF008122) alpha-tubulin 3 [Eleusine indica] 


Qprr KTr\ 

|J C * L N x> • 


300238 


Seq. ID 


LIB3180-035-P2-M2-D10 


Method 


BLASTX 


NCBI GI 


g82720 


BLAST score 


252 


E value 


6.0e-45 


Mafph 1 print h 


115 


% i tipnt i t v 


87 


KfPRT np =; or* i r>t "i on 


regulatory protein 02 - maize >gi 22384 emb CAA34614 




(X16618) 02 protein (AA 1-460) [Zea mays] 


Spa No 


300239 


Sea ID 


LIB3180-035-P2-M2-F1 


Mpt* bind 


BLASTX 


NCBI GI 


gl532210 


BLAST score 


269 


F value 

X_J v cixu^ 


7.0e-43 


Marph 1 prirrth 

L lu. 1— . Oil XC11U Lll 


136 


% -j Hpnt" i 1" v 


67 


NCBI Description 


(U68268) cyclophilin A [Trypanosoma congolense] 




300240 
j \j \j *± \j 


Seq. ID 


LIB3180-035-P2-M2-G1 


Mp"t~ hnri 


BLASTN 


NfRT 

LML<D± KD JL 


a902524 


BLAST score 


37 


E value 


2.0e-ll 


IVtalr'h 1 prtn"l~h 


121 


9c "i Hpirt" "1 *h\7 


83 


WPRT FlP^pri Tif* i nn 

iMuOl Ly C O J_ J-^J L. -L v^l 1 


Zea mays clone MubGlO ubiquitin fusion protein gene 7 




complete cds 


O C \J . IN U ■ 


300241 


Sea ID 


LIB3180-035-P2-M2-G12 


Mp 1 - In nH 


BLASTN 


NCBI GI 


g575730 


BLAST score 


45 


F, V3 lnp 


3 Oe-16 


Mairh 1 PFirfhVi 


65 


& "i Hpn t* "i t v 


92 


NCBI Description 


Z.mays mRNA for transmembrane protein 


cjprr Nn 


300242 


Seq. ID 


LIB3180-035-P2-M2-H1 


Mpfhnti 


BLASTN 


NCBI GI 


g22516 


BLAST score 


235 


E value 


1.0e-129 


Match length 


318 


% identity 


94 


NCBI Description 


Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 



42262 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300243 

LIB3180-036-P2-M2-A11 

BLASTX 

g3924596 

265 

2.0e-23 

78 

71 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300244 

LIB3180-036-P2-M2-A6 

BLASTX 

g300265 

316 

4.0e-29 

89 

73 

HSP68=68 kda heat-stress DnaK homolog [Lycopersicon 
peruvianum=tomatoes, Peptide Mitochondrial Partial, 580 



aa] 



Seq. No. 


300245 




Seq. ID 


LIB3180-036-P2-M2-C1 




Method 


BLASTN 




NCBI GI 


gl69818 




BLAST score 


43 




E value 


5.0e-15 




Match length 


171 




% identity 


81 




NCBI Description 


Rice 25S ribosomal RNA 


gene 


Seq. No. 


300246 




Seq. ID 


LIB3180-036-P2-M2-E2 




Method 


BLASTX 




NCBI GI 


g3559805 




BLAST score 


614 




E value 


4.0e-64 




Match length 


134 




% identity 


78 




NCBI Description 


(AJ006787) putative phytoche 




thaliana] 




Seq. No. 


300247 




Seq. ID 


LIB3180-036-P2-M2-E8 




Method 


BLASTX 




NCBI GI 


gl762130 




BLAST score 


235 




E value 


1.0e-19 




Match length 


66 




% identity 


77 




NCBI Description 


( U4 613 6 ) chaperonin- 60 


beta 


Seq. No. 


300248 




Seq. ID 


LIB3180-03 6-P2-M2-F1 




Method 


BLASTX 





[Arabidopsis 



[Solanum tuberosum] 



42263 



NCBI GI 
f BLAST score 
E value 
Match length 
% identity 
NCBI Description 



g584706 
211 

8.0e-17 

58 
78 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE 

>gi_2130066_pir JC5124 aspartate transaminase (EC 

2.6.1,1), cytoplasmic - rice >gi_287298_dbj_BAA03504_ 
(D14673) aspartate aminotransferase [Oryza sativa] 



A) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300249 

LIB3180-036-P2-M2-F10 

BLASTN 

gl4395 

177 

7.0e-95 

302 
94 

T.aestivum mitochondrion fMet, 



18 S, 5S repeat unit DNA 



300250 

LIB3180-036-P2-M2-F8 

BLASTX 

g4490330 

377 

1.0e-36 

75 
92 

(AL035656) splicing factor-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300251 

LIB3180-036-P2-M2-F9 

BLASTX 

g585084 

170 

4.0e-12 

43 
77 

ELONGATION FACTOR G, MITOCHONDRIAL PRECURSOR (MEF-G) 

>gi_543383_pir S40780 translation elongation factor G, 

mitochondrial - rat >gi_310102 (L14684) elongation factor G 
[Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300252 

LIB3180-036-P2-M2-G10 

BLASTX 

g3789911 

194 

8.0e-15 

81 

48 

(AF081802) developmental protein DG1118 
discoideum] 



[Dictyostelium 



Seq. No. 
Seq. ID 



300253 

LIB3180-036-P2-M2-G6 



42264 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g!6073 
422 

1.0e-41 

134 

68 

(X59526) 



zein protein [Acetabularia mediterranea] 



300254 

LIB3180-036-P2-M2-H3 

BLAST N 

g625147 

153 

1.0e-80 

296 

94 

Zea mays protein disulfide isomerase 
cds 



(pdi) mRNA, complete 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300255 

LIB3180-037-P2-M2-A10 

BLASTX 

gl68691 

325 

3.0e-30 

101 

63 



NCBI Description (M29628) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300256 

LIB3180-037-P2-M2-A9 

BLASTX 

g2494073 

139 

9.0e-09 

46 

54 

BETAINE -ALDEHYDE 
>gi__2144333_pir 
1.2.1.8) 
(D26448) 



DEHYDROGENASE ( BADH ) 

S71413 betaine-aldehyde dehydrogenase (EC 
precursor - barley >gi_927643_dbj_BAA05466_ 
betaine aldehyde dehydrogenase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



300257 

LIB3180-037-P2-M2-D9 

BLASTX 

gl68691 

302 

1.0e-27 

110 

59 

(M29628) zein [Zea mays] 
300258 

LIB3180-037-P2-M2-F6 

BLASTX 

gll74448 

145 



42265 



E value 
Match length 
% identity 
NCBI Description 



4.0e-09 

42 

71 

TRANSLOCON-ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 
(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 
(SSR-ALPHA) >gi_547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 



o e q . IN O . 




beg. iu 


T TR^I QCi — f)^! — P9-M9— HI 


Method 


DJ_Lfio i A 


lNCDl Ol 


y i ii. z. w *j j 


niiAo i score 




E value 


1.0e-28 


Match length 


98 


% identity 


JO 


NCBI Description 


/7\T nQC"3CC\ -»-v'i 1 4- — i +- 4 tta >h ] 1 n n 1 traces r 7\ v*aK"i H r\Y~\ C* 1 o "t~ Vl 3 1 "1 anal 

(ALUoooci o j putative amm lyase LfiraDiaopsis TLnaxxaiia.j 


Seq. No. 


o n n o a c\ 


Seq. ID 


T TT5 01 Oft C\ ^ O "DO MO TV'S 

LI Bo lb U _ U jo- irZ - MZ— Ao 


Method 


Fit 71 o rn V" 

BLASTX 






BLAbi score 


A 1 Q 

4 1 y 


E value 


3 . Ue-41 


Match length 


01 


% identity 


100 


NCBI Description 


(AF073775) replication origin activator R0A2 [Zea mays] 


Seq. No. 


oUUZol 


Seq. ID 


LIBolou-U Jo-Pz-MZ-JLz 


Method 


BLASTX 


NCBI GI 


g4 1 / 104 


BLAST score 


"5 c n 
jjU 


E value 


j . ue ~jj 


Match length 




^ identity 




NCBI Description 


HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 


protein 82 - rice (strain Taichung Native One) 




>gi iUZ OD eiRD Lnii/ / .7 / O \Zill;?ZUJ ileal. SHUCK. piUUclll Oi 




(HSPoz) LOryza sativaj 


Seq. No. 




Seq. ID 


LIB jlo0-U3o-Pz-Mz-FlU 


Method 


BLASTX 


NCBI GI 


gl658313 


BLAST score 


442 


E value 


4.0e-44 


Match length 


97 


% identity 


46 


NCBI Description 


(Y08987) osr40g2 [Oryza sativa] 


Seq. No. 


300263 


Seq. ID 


LIB3180-038-P2-M2-G12 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


484 


E value 


7.0e-49 



42266 



Match length 113 
% identity 85 

NCBI Description (M58656) pyruvate, orthophosphate dikinase [Zea mays] 



OGIJ. IN \J . 


J V U <C U T 


Seq. ID 


LIB3180-038-P2-M2-G2 


Method 


BLASTX 


LN W XJ X. VJ JL 


g4033424 


RT.A9T e-rnrp 


295 


£j v axuc 


9. Oe-27 


L1CL I—Oil JLClly L-ii 


89 


2; -1 H p^n t" 1 1" V 
o lucii ( — l t— _y 


72 


XV V_» £> -L UCOUiipUlvll 


SOLUBLE INORGANIC PYROPHOSPHATASE (PYROI 




PHOSPHO-HYDROLASE) (PPASE) >gi 266874 6 




fwf V J_ vUHW O SJ1-C-. CI w ]_ i-l ItlUJf U j 


Seq. No. 


300265 


Seq. ID 


LIB3180-039-P2-M2-A10 


IMC LllvJU 


LJX_X-.kJ X -i. 


LNUJjX Vjx. 




JjxxriD 1 oOvJI-t: 


in 


Iij V a. JL Lit; 


4 Op-17 


TiA -i 4- n V\ 1 an /t 4- V> 

LYiatcn _LcnyT_n 


o u 


■5 identity 


RO 


WPRT c^r'T" i Tii - i on 


zein Drotein - maize >ai 168705 (M72708 1 






Seq. No. 


300266 




LIB3180-039-P2-M2-A7 

XJ X. J_J JL _/ W \J -*J ^ X __■ L -L <_* -A i 


LYie UQOU 


RT A^TY 


MP DT riT 
LN o J-5 X bl 


y *_ JZi jl / o __ 


XJXJ.tt.i_) X 


291 


E value 


^<uc __ o 


Mai" pVi 1 __>n /T"f~ Vi 


O -J 


O X. L± LV 


62 


WPRT cjr'T'i "nt" i nrt 


(AF0611781 arsenical resistance ATPase 


Seq. No. 


300267 


OC\^ • X. XV 


LIB318 0-03 9-P2-M2-F3 




nl 1M1 1 X IN 


MfDJ (IT 


rr?9 SI 4 

^LZ, Jli 


Diinu i ouui c 


121 


Cj VdlUc 




JVjf — » 4- Vi "1 t"* yv 4— Vi 

iy_ai_.cn _i_engi-n 


1 


O XUCll UX 


95 


MPRT n^Qpri -pi+- "I nn 

LNvDX UCOLIXpLXUli 


Ma-I 7p 7p1 rr^np for 7,P"iri Zcl f 1 4 kD 7ein* 


Seq. No. 


300268 


Seq. ID 


LIB3180-039-P2-M2-G2 


Method 


BLASTX 


NCBI GI 


g3420239 


BLAST score 


267 


E value 


2.0e-23 


Match length 


50 


% identity 


100 


NCBI Description 


(AF059484) actin [Gossypium hirsutum] 



(AF034947) inorganic 



"Zea 



42267 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300269 

LIB3180-039-P2-M2-G5 

BLASTX 

gll74613 

344 

2.0e-32 

80 

84 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi_556560_dbj_BAA04614_ 
(D17788) rice homologue of Tat binding protein [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300270 

LIB3180-039-P2-M2-H4 

BLASTX 

gll3621 

190 

2.0e-14 

60 
68 

FRUCTOSE-B IS PHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13) , cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 130727 8A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 


300271 


Seq. ID 


LIB3180-040-P2-M2-A12 


Method 


BLASTN 


NCBI GI 


g625147 


BLAST score 


49 


E value 


1.0e-18 


Match length 


69 


% identity 


93 


NCBI Description 


Zea mays protein disu^ 




cds 


Seq. No. 


300272 


Seq. ID 


LIB3180-040-P2-M2-C12 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


42 


E value 


2.0e-14 


Match length 


78 


% identity 


88 


NCBI Description 


Zea mays 22-kDa alpha 


Seq. No. 


300273 


Seq. ID 


LIB3180-040-P2-M2-D8 


Method 


BLASTX 


NCBI GI 


gll84776 


BLAST score 


233 


E value 


1.0e-37 


Match length 


91 


% identity 


91 



isomer as e (pdi) mRNA, complete 



42268 




NCBI Description (U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 



Seq. No. 


300274 


Seq. ID 


LIB3180-040-P2-M2-E5 


iXLct-IlOCl 


JDXiriO 1 A 


1N\^.DX oX 




oj_tiio ± score 


9 

ZOO 


E value 


Z • Uc Z Z 


ridtcn xeng lii 


ft ^ 

0 O 


Q- t W t% 4— n -4— -t *■ 

iaenuit.y 


DO 


J-N\-*J_> J. ucouiipLiuu 




Seq. No. 


300275 


Seq. ID 


LIB3180-040-P2-M2-H10 


L v lfcJ UllOt-l 


DT 71CJTY 


INUDX taX 


go -?oo x oz 


DLtM-oi score 


9 Rft 
ZOO 


Hi V d-L U.v2 


9 Dp-99 


ria Lcn xengLii 


ft A 


i> XQenT-ii,y 


RQ 

JO 


Dt\^n>± UcoLlipLlUil 


( RCdO^I C\f>\ T9RM9D 1 farah-i Hnncn q fhal -i anal 


oeq. jno . 


onflow £ 
OUUZ / 0 


C o rr T Pi 

oeq. iu 


XiXoOXo U U*± U ni nil 


Method 


BLASTX 


NCBI GI 


g2833378 


bLAbi score 


lo / 


E value 


z . ue— 14 


Match length 


O f 


^ lQciiiity 


*± O 


NCBI Description 


JiiiiAOKiNAbE >gx oiyyzo [Ulo/o4j nexoKxnase [AraJDiaopsxs 




tinaxxanaj >gx xoozooo prt zXXooo/A nexoKxnase (.AraJoxaopsx 




Lnallaua j 


Seq. No. 


300277 


Seq. ID 


LIB3180-041-P2-M2-C11 


ixie inou 


TJT TS. GTtM 


NUrSX taX 


gzzoio 


rJiiAbi score 


0*7 Q 

z / y 


E value 


x . ue xo d 


Match length 


o / U 


-s identity 


yo 


ln^jdx L/escription 


Maize ZiCz gene tor zexn Zicz kjj gxucexxn~z; 


Seq. No. 


300278 


Seq. ID 


LIB3180-041-P2-M2-D3 


Method 


BLAb 1 A 


Mr* tit r*T 


gx / / X / o U 


BLAST score 


444 


E value 


3.0e-44 


Match length 


96 


% identity 


93 


NCBI Description 


(Y10024) ubiquitin extension protein [Solanum tuberosum] 


Seq. No. 


300279 


Seq. ID 


LIB3180-041-P2-M2-E11 



42269 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl68704 

102 

1.0e-50 

122 

96 

Zea mays zein protein gene, complete cds 
300280 

LIB3180-041-P2-M2-G5 

BLASTX 

g543867 

163 

2.0e-ll 

76 

57 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_1076684_pir A47493 H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor - sweet potato 
>gi_303626_dbj_BAA03526_ (D14699) Fl-ATPase garamma subunit 
[Ipomoea batatas] 

300281 

LIB3180-042-P2-M2-A6 

BLASTN 

g22516 

152 

4.0e-80 

268 

89 

Maize Zc2 gene for zein Zc2 (28 kD glutelin-2) 
300282 

LIB3180-042-P2-M2-A7 

BLASTX 

g!41615 

266 

2.0e-23 

72 

78 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE PZ22.3) 
>gi_22536_emb_CAA24727_ (V014 80) zein protein 3 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



300283 

LIB3180-042-P2-M2-B3 

BLASTN 

gl68484 

183 

1.0e-98 

243 

94 

Maize endosperm glutelin-2 gene, 
300284 

LIB3180-042-P2-M2-C12 

BLASTN 

g22292 



complete cds 



42270 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 

1.0e-10 

59 
90 

Z.mays mRNA for glycine-rich protein 
300285 

LIB3180-042-P2-M2-D10 

BLASTX 

gl41608 

225 

9.0e-20 

119 

52 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_100943_pir_ 
zein, 19K - maize >gi_22446_emb_CAA37651_ (X53582) 
zein [Zea mays] 



_S15655 
19 kDa 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300286 

LIB3180-042-P2-M2-E1 

BLASTN 

gl495231 

89 

2.0e-42 

154 

88 

Z.mays mRNA for 22kD zein protein 
300287 

LIB3180-042-P2-M2-F2 

BLASTX 

gll69911 

279 

5.0e-25 

65 

85 

l f 4-ALPHA-GLUCAN BRANCHING ENZYME IIB PRECURSOR (STARCH 
BRANCHING ENZYME IIB) (Q-ENZYME) >gi__168483 (L08065) starch 
branching enzyme II [Zea mays] 

300288 

LIB3180-042-P2-M2-H2 

BLASTX 

g72307 

267 

3.0e-23 

91 

65 

22K zein precursor (clone pZ22.3) - maize >gi_168686 
(J01246) 26.99 kd zein protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



300289 

LIB3180-042-P2-M2-H5 

BLASTX 

g2257756 

247 

5.0e-21 



42271 



Match length 


96 


% identity 


0 0 


jmodX Description 


/ HQ OQ1 c;^ nnrlonl ar Ht c;f r\r\c* Hoararul aqp ri^Q f 7.f*a rn a 1 




^rr-i ^£^0.466 fZ\Trf}9£Q17} hi c-tnriP HpAPPfvl aqp HD^-ri^^ F Zea 
/yl jDJUtuu UiDJl / J ll_L o UL/iit; Licciot: uy xaoc nut l ^ca 




mays ] 


Q s~\ 

oeq t wo. 




Q^rr T H 


U1DJXUU w^ii I- t i. it 11/ 


L1C L.ilO'kJ. 


BLASTX 


WRT fZT 
JNV_.,DX oX 


yjo jujo j 


DT ACT a r*r\va 
JDXi/ib± SGOxe 


969 

tut 


E value 


8.0e-23 


Match length 


106 






JNLbi Description 


/2ipnn c ;97fi ^ p^-n r- a t -n <a cimi 1 ari 1"v -h r\ franQpri Tit" H on ini 1~ "i HTi 
VriUUUDZ r 0 J LOilUainS blfllllallLy L<J LiailoLIlLjtiun niXL±aLiuu. 




fanrr^r TTT? a 1 -nVi a cinhnni f rrh Yfi^d-fift "Fttvtti Homo 93ni pn*? 




[n.rdDlU\jpbi.o LIla.XXa.Xld. J 


beq. wo. 


JUUZ i?l 


oc^. xjj 


XJlDJlU U UIl H t lit 11 U 




DT nqrfy 


NCBI GI 


g2653558 


BLAST score 


344 


E value 


1 Ho— "39 

1 . lie jz 


Match length 


T 09 
1UZ 


% identity 


oy 


jnl-di Description 


yUDUO / " / XexxcQOXXxl oUllluc IcUU^Laoc pic^UlDUi |_£jca iL(>ci y o J 


Seq. No. 




beg. iu 


T TR^1 PH — fl A ^ — P9— 1VT9 — 
XiidjlOU U^iO JrZ L v lt DO 


TUT -1— V\ /"\ 

jyietnou 


RT ZiQTV 
OXtrib 1 A 


vrpDT r*T 
LNUJdI 


rrl 1 P All A 


BLAST score 


211 


E value 


2.0e-17 


Match length 


Al 


% identity 


o y 


jnuox Description 


^Ufl JO JO J CyLOSOllC gxycexOXCieiiyu.c O pxiUopilclUc ucliy Ui uy ciiaoc 




uiirLo L^iSa mays J 


beg. no. 




oeq. xu 


T TR^I ftfl — OA — P9— M9— R7 
XiXXjOXOU U^O Jrt Tit D / 


lyietxiou. 


XjXiriO 1 A 


iNo.bl (al 


gx 4 xoy / 


niiAbi score 


9 /! Q 


E value 


9 flo-OP 

z . ue~zo 


Match length 


100 


% identity 


75 


LNwoi uescripiion 


717x1^— 7at pub. ppTrnnpcinT? mq fcn\ (ctcikw z\"^n^ 

iiJZiXlN HXjJrrli-i Jr JXxliL'UrvDVjrt ^X:? J\1J/ "Jv/ 




->gi /zoi4 pir iiXZiiYio xyj\ zexn pictuibui (Oiuuc njuj xLicaxiit; 




>gi eniD ua/iZ^/Zo ^ vui^oij reaumg xxame zexri lzj 




[Ziea may s j 


Seq. No. 


300294 


Seq. ID 


LIB3180-043-P2-M2-C10 


Method 


BLASTX 


NCBI GI 


g2507349 


BLAST score 


193 



42272 



E value 
Match length 
% identity 
NCBI Description 



8.0e-15 

113 
37 

DNA-DIRECTED RNA POLYMERASE II 140 KD POLYPEPTIDE (B150) 

(RNA POLYMERASE II SUBUNIT 2) >gi_82997_pir A25884 

DNA-directed RNA polymerase (EC 2.7.7.6) II 14 OK chain - 
yeast (Saccharomyces cerevisiae) >gi__1293711 (U55020) Rpb2p 
polymerase [Saccharomyces cerevisiae] 
>gi_142037 9_emb_CAA99357_ (Z75059) ORF YOR151c 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300295 

LIB3180-043-P2-M2-C7 

BLASTN 

gll84773 

67 

2.0e-29 

191 

85 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC3 
(gpc3) mRNA, complete cds 

300296 

LIB3180-043-P2-M2-D10 

BLASTX 

g730450 

341 

3.0e-32 

99 

68 

60S RIBOSOMAL PROTEIN L13-2 (COLD INDUCED PROTEIN C24B) 

>gi_480649_pir S37134 cold-induced protein BnC24B - rape 

>gi__398922_emb_CAA80343_ (Z22620) cold induced protein 
(BnC24B) [Brassica napus] 

300297 

LIB3180-043-P2-M2-D3 

BLASTX 

gl41602 

239 

2.0e-20 

61 

84 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE M6) 

>gi_82658_pir A22831 19K zein precursor (clone M6) - maize 

>gi_22538_emb__CAA26294_ (X02450) zein precursor [Zea mays] 

300298 

LIB3180-043-P2-M2-G6 

BLASTX 

g2369714 

272 

2.0e-24 

79 

67 

(Z97178) elongation factor 2 [Beta vulgaris] 



42273 






Seq. No. 


300299 




Seq. ID 


LIB3180-043-P2-M2-H10 




Method 


BLASTX 




NCBI GI 


g2244772 




BLAST score 


259 




E value 


8.0e-23 




Match length 


77 




% identity 


60 




NCBI Description 


(Z97335) transport protein [Arabidopsis thaliana] 




Sea. No. 


300300 

U v J w v 




Seq. ID 


LIB3180-044-P2-M2-A1 




Method 


BLASTX 




NCBI GI 


gl313907 




BLAST score 


140 




E value 


8 9 Oe-09 




Match length 


82 




% identity 


46 




NCBI Description 


(D84507) CDPK-related protein kinase [Zea mays] 




Seq. No. 


300301 




Seq. ID 


LIB3180-044-P2-M2-C3 


ft* 


Method 


BLASTX 


~~ 


NCBI GI 


gll84776 


f*i 


BLAST score 


215 




E value 


9.0e-18 




Match lenath. 


59 


rfn 


% i dpnt i tv 


75 




NCBI Descrint ion 


fT74 c iftS'7^ c\rf' nenl i p rrl \rr*&yr\ "1 rif^h vHp — "3 — r^"h o qt^Ih a1*p H^h t/H rorrpna c: o 


If"™ 




GAPC4 [Zea mays] 






30030? 




Seq. ID 


LIB3180-04 4-P2-M2-C5 


O 


Method 


BLASTX 


Fi 


NCBI GI 


gl545871 


o 


BLAST score 


427 




E value 


2.0e-42 




Match lenath. 


91 




% identity 


91 




NCBI Description 


(U66607) cvclin tvne B-like FZea mavsl >ai 1545873 (U66608) 






cyclin type B-like [Zea mays] 




Sea No 


300303 




Seq. ID 


LIB3180-044-P2-M2-D2 




Method 


BLASTN 

x-j i i rm x x>i 




NCBI GI 


gl737491 




BLAST score 


35 




E value 


2.0e-10 




Match 1 pncr1~h 


63 




% identity 


89 




NCBI Description 


X J — LI — LO LilLL QCO LI V U1U pUi.y U_LllVjLXliy ^LU LCH1 1^ WlitS Ct i—^JCLxJ J lUXVIM^T. / 






complete cds 




Seq. No. 


300304 




Seq. ID 


LIB3180-044-P2-M2-E11 




Method 


BLASTX 




NCBI GI 


gll84776 



42274 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



419 

2.0e-41 

90 

91 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300305 

LIB3180-04 4-P2-M2-E6 

BLASTX 

gl41616 

208 

9.0e-17 

61 

62 

ZEIN-BETA PRECURSOR 
>gi_168662 (M12147) 



(16 KD) (ZEIN 2) (CLONE 15A3) 
15 kDa zein protein [Zea mays] 



300306 

LIB3180-044-P2-M2-F12 

BLASTX 

gll8104 

362 

1.0e-34 

79 

91 

PEPT IDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



Seq. No. 


300307 


Seq. ID 


LIB3180-044-P2-M2-G7 


Method 


BLASTN 


NCBI GI 


g3694806 


BLAST score 


38 


E value 


3.0e-12 


Match length 


78 


% identity 


87 


NCBI Description 


Zea mays alanine aminotransferase (alt) gene, 


Seq. No. 


300308 


Seq. ID 


LIB3180-045-P2-M2-A6 


Method 


BLASTX 


NCBI GI 


gl!8104 


BLAST score 


376 


E value 


3.0e-36 


Match length 


102 


% identity 


73 


NCBI Description 


PEPT IDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) 



(ROTAMASE) 

(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) - 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638__ (X68678) cyclophilin [Zea mays] 



Seq. No. 



300309 



42275 



Seq. ID 


LIB3180-045-P2-M2-B9 




BLASTX 


NCBI GI 


g4204859 


BLAST score 


415 


Hi v d-L LLC 


8 * Oe-41 


no. lwi _Lt2iiyL.il 


104 


2; 1 HPTlf" "1 f\7 
O XUC11LXLV 


80 


NfPRT Dp^rri nt" i on 


(U55859) heat shock protein 




300310 


Sea ID 


LIB3180-045-P2-M2-F7 


Method 


BLASTX 


NCBI GI 


g3063473 


BLAST score 


315 


L_t v ax Lie 


3. Oe-29 


L id L> Oil -L CllLJL.il 


105 


O J.vJ.ellL-L uy 


L) J 


KTPRT npcirri nfi An 

LNL-Dl UCoL-L J.JJLXU11 


(AC003981} F22013 35 TArabi* 


DC^I LJ • 


30031 1 

.J U U -J X J_ 


Sea ID 


LIB3180-045-P2-M2-G8 


Met hod 


BLASTX 


NCBI GI 


g547683 


BLAST score 


141 


E value 


5.0e-09 


Match length 


41 


% identity 


71 


NCBI Description 


HEAT SHOCK COGNATE PROTEIN 



80 [Triticum aestivum] 



80 >gi_170456 (M96549) 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 



heat 



Seq. No. 


300312 


Seq. ID 


LIB3180-046-P2-M2-B4 


Method 


BLASTX 


NCBI GI 


g2224641 


BLAST score 


237 


E value 


7.0e-20 


Match length 


109 


% identity 


40 


NCBI Description 


(AB002348) KIAA0350 [Homo sapiens] 


Seq. No. 


300313 


Seq. ID 


LIB3180-046-P2-M2-D11 


Method 


BLASTN 


NCBI GI 


g4733890 


BLAST score 


46 


E value 


4.0e-17 


Match length 


106 


% identity 


86 


NCBI Description 


Zea mays unconventional myosin heavy 




partial cds 


Seq. No. 


300314 


Seq. ID 


LIB3180-04 6-P2-M2-D3 


Method 


BLASTX 


NCBI GI 


g2827711 



(MY01) mRNA, 



42276 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



335 

2.0e~31 

107 

65 

(AL021684) oxoglutarate dehydrogenase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300315 

LIB3180-046-P2-M2-D5 

BLASTX 

gll84776 

270 

7.0e-24 

80 

70 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 

300316 

LIB3180-046-P2-M2-G11 

BLASTX 

g!346432 

210 

6.0e-17 

72 

58 

LEGUMAIN PRECURSOR (ASPARAGINYL ENDOPEPTIDASE) 

>gi_1076483_pir JX0344 legumain (EC 3.4.22.34) precursor - 

jack bean >gi_4 99294_dbj_BAA06596_ (D31787) asparaginyl 
endopeptidase (Legumain) [Canavalia ensiformis] 



Seq. No. 


300317 


Seq. ID 


LIB3180-047- 


Method 


BLASTN 


NCBI GI 


g22326 


BLAST score 


56 


E value 


8.0e-23 


Match length 


92 


% identity 


90 


NCBI Description 


Z.mays gene 


Seq. No. 


300318 


Seq. ID 


LIB3180-047 


Method 


BLASTN 


NCBI GI 


gl532162 


BLAST score 


34 


E value 


9.0e-10 


Match length 


50 


% identity 


31 


NCBI Description 


Arabidopsis 




AT. I. 24-4, , 



AT. 1.24-5, AT 
genes, partial cds, AT. I 
(ATHAPX1), EF-lalpha-Al, 



:.24-l, AT. I. 24-2, AT. 1.24-3, 
,1.24-6, AT. I. 24-9 and AT. I. 24-14 
.24-7, ascorbate peroxidase 
-A2 and -A3 (EF-lalpha) and AT. I 



Seq. No. 
Seq. ID 
Method 



300319 

LIB3180-047-P2-D5 
BLASTN" 



42277 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22344 
42 

2.0e-14 

82 
89 

Maize gene for heat shock protein 70 exon 1 (clone 9508] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300320 

LIB3180-047-P2-D8 

BLASTX 

g4581111 

152 

7.0e-10 

140 

29 

(AC005825) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 


oUU J21 


Seq. ID 


LIB3180-047-P2-G10 


Method 


BLASTX 


NCBI GI 


q3 lb /bzl 


BLAST score 


153 


E value 


o • ue iu 


Match length 


67 


% identity 


48 


NCBI Description 


(AC005167) unknown protein [1 


Seq. No. 


300322 


Seq. ID 


LIB3180-047-P2-G2 


Method 


BLASTN 


NCBI GI 


g22099 


BLAST score 


39 


E value 


4.0e-13 


Match length 


67 


% identity 


90 


NCBI Description 


Z.mays 27kDa zein locus DNA 


Seq. No. 


300323 


Seq. ID 


LIB3180-048-P2-A2 


Method 


BLASTX 


NCBI GI 


g4249382 


BLAST score 


234 


E value 


8.0e-20 


Match length 


64 


% identity 


67 


NCBI Description 


(AC005966) Strong similarity 



putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



300324 

LIB3180-048-P2-B11 

BLASTN 

g4096785 

52 

2.0e-20 
88 



42278 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

,E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 

Zea mays NADP-malic enzyme root isoform mRNA, complete cds 
300325 

LIB3180-048-P2-C10 

BLASTX 

gll8104 

237 

2.0e-33 

88 
77 

PEPTIDYL-PROLYL CIS-TRANS I SOME RASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408jpir CSZM peptidylprolyl isomerase (EC 5.2.1.8) ■ 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

300326 

LIB3180-048-P2-C5 

BLASTN 

g6598604 

37 

2.0e-ll 

65 
89 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300327 

LIB3180-048-P2-D8 

BLASTX 

g2738248 

304 

4.0e-28 

88 
66 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

300328 

LIB3180-048-P2-E10 

BLASTN 

gl68652 

124 

3.0e-63 

128 

99 

Maize amyloplast-specific transit protein (waxy; wx+ 
locus) , complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



300329 

LIB3180-048-P2-E6 

BLASTX 

g625509 

443 

3.0e-44 
94 



42279 



Sr *i Hpnf- i tv 


25 


NCBI Description 


ubiquitin precursor 


Sea No 


300330 


Seq. ID 


LIB3180-048-P2-E7 


Method. 


BLASTN 


NCBI GI 


g556685 


BLAST score 


114 


E value 


3 Oe-57 


lid LUll XGiiy L.11 


J. JL. .7 


o ±uciiuxuy 




NCBI Description 


Z.mays mRNA for ADP 


Qpn 1 No 


300331 


Seq. ID 


LIB3180-048-P2-F1 


Method 


BLASTX 


NCBI GI 


g2282584 


BLAST score 


148 


E value 


6.0e-10 


Matrh loncrth 


40 


O lUCliLlLy 


78 






Oc^f IN kJ ■ 




Seq. ID 


LIB3180-048-P2-F3 


Method 


BLASTX 


NCBI GI 


g542125 


BLAST score 


212 


E value 


2.0e-17 


Match length 


55 


% identity 


76 


NCBI Description 


translation elongat 



factor eEF-1 alpha chain - barley 
>gi_396134_emb_CAA80666_ (Z23130) protein synthesis 
elongation factor-1 alpha [Hordeum vulgare] 



Seq. No. 


300333 


Seq. ID 


LIB3180-048-P2-G3 


Method 


BLASTX 


NCBI GI 


g!903034 


BLAST score 


201 


E value 


6.0e-16 


Match length 


68 


% identity 


50 


NCBI Description 


(X94625) amp-binding protein [Brassica napus] 


Seq. No. 


300334 


Seq. ID 


LIB3180-048-P2-G7 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


302 


E value 


5.0e-28 


Match length 


74 


% identity 


81 


NCBI Description 


(M58656) pyruvate, orthophosphate dikinase [Zea 


Seq. No. 


300335 


Seq. ID 


LIB3180-048-P2-H6 



42280 



Method 


O 

BLASTX 


NCBI GI 


g3057120 


BLAST score 


492 


E value 


4.0e-50 


Match length 


90 


% identity 


98 


NCBI Description 


(AF023159 



starch synthase DULL1 [Zea mays] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300336 

LIB3180-04 9-P2-M1-A4 

BLASTX 

g20559 

602 

1.0e-62 

127 
94 

(X13301) hsp70 (AA 6 



651) [Petunia x hybrida] 



300337 

LIB3180-049-P2-M1-B2 

BLASTX 

g3914006 

313 

5.0e-29 

65 

97 

MITOCHONDRIAL LON PROTEASE 
(U85495) LON2 [Zea mays] 



HOMOLOG 2 PRECURSOR >gi_1816588 



Seq. No. 


300338 


Seq. ID 


LIB3180-04 9-P2-M1-B9 


Method 


BLASTX 


NCBI GI 


g551288 


BLAST score 


345 


E value 


2.0e-32 


Match length 


82 


% identity 


82 


NCBI Description 


(Z33611) phosphoglycerate mutase [Zea mays] 


Seq. No. 


300339 


Seq. ID 


LIB3180-049-P2-M1-D12 


Method 


BLASTN 


NCBI GI 


g940880 


BLAST score 


54 


E value 


2.0e-21 


Match length 


146 


% identity 


85 


NCBI Description 


Z.mays zag2 gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300340 

LIB3180-049-P2-M1-D2 

BLASTX 

g4467124 

241 

2.0e-20 

136 

37 



42281 



NCBI Description (AL035538) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300341 

LIB3180-04 9-P2-M1-D5 

BLASTX 

g3608171 

475 

7.0e-60 

139 

86 

(D86306) proton-translocating inorganic pyrophosphatase 
[Cucurbita moschata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300342 

LIB3180-04 9-P2-M1-E1 

BLASTX 

g67155 

240 

2.0e-20 

119 

56 

pyruvate, orthophosphate dikinase 
maize 



(EC 2.7.9.1) precursor - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300343 

LIB3180-049-P2-M1-H11 

BLASTX 

g2288999 

194 

9.0e-23 

82 

65 

(AC002335) electron transfer flavoprotein ubiquinone 
oxidoreductase isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300344 

LIB3180-049-P2-M1-H2 

BLASTX 

gll84776 

442 

6.0e-44 

88 

95 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300345 

LIB3180-049-P2-M1-H4 

BLASTX 

g4512667 

572 

4.0e-66 

137 

86 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 



Seq. No. 



300346 



42282 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3180-049-P2-M1-H9 

BLASTX 

gll84774 

155 

2.0e-10 

43 

65 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



o©q . iNu • 






LTB3180-050 




LJ J_Lrt.O J. /\ 






Dioiioi score 




E value 


2.0e-15 


Match length 


63 


% identity 


57 


NCBI Description 


(AC005310) 


Seq. No. 


300348 


Seq. ID 


LIB3180-050 


Method 


BLASTX 


NCBI GI 


g3309243 


BLAST score 


169 


E value 


2.0e-12 


Match length 


41 


% identity 


78 


NCBI Description 


(AF073507) 




limon] 



-P2-M1-C1 



aconitase-iron regulated protein 1 [Citrus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300349 

LIB3180-050-P2-M1-E11 

BLASTN 

g416150 

79 

8.0e-37 

115 
92 

Zea mays beta-8 tubulin 



(tub8) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300350 

LIB3180-050-P2-M1-E5 

BLASTX 

g3152581 

247 

3.0e-21 

69 
65 

(AC002986) 
gb_AE00338 
from this 



Similar to E. coli sulfurtransf erase (rhodanese) 
ESTs gb_T03984, gb_T03983 and gb_W43228 come 
gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300351 

LIB3180-050-P2-M1-F1 

BLASTX 

gl723436 



42283 



RT.AST qpnrp 


289 


E value 


4.0e-26 


Match length 


106 


9; i dpnf" 1 1~ v 

0 1UC11LJ. Ljf 


58 


KIPRT Docpri nfi An 

IN ^ JD _L UCOUlXUL,J.Un 


HYPOTUFTTCA.L 119 9 KD PROTEIN C56F8 03 IN CHROMOSOME I 

£1 J. X w J. HXLl X J. - ~ I.J X, M *J * ~J i.\.XJ 17 LWJ X 1—1 _L L\ V_> JUL U • V J -LIU V111W1 IViJ vl li— 1 J. 




>rH pmh PAAQ^R7d fZfi97?R^ unknown 




r^olnH 7oqprrharnTnvr i P c ? nntinhpl 

L o v_^ii_L Z-Wo auui lul. kJlUj/ O pUilLUC J 






Seq. ID 


LIB3180-051-P2-M1-A1 


Method. 


BLASTX 


NCBI GI 


gll84774 


BLAST score 


370 


E value 


2.0e-35 


Mafph 1 prirrfh 


88 


2- i Hpn-I- 1 t" V 


84 




/ndRft^fi^ o \rf~ o <; o 1 i o rrl ypprnl Hphvdp- 3 — lono^irjhs t" p dph vrlTDfTPTts 

y Ut JO JU j uy luduii^ yxyuciuiucnyuc j ^Jii^o^/iia. lc ucnyuiuycuaoc 




CJAPC3 T^pa m^v^l 

onr j [ flea. iLici_yoj 


Qfarr No 

OC^» J-NvJ • 


3003^13 

JUvJJJ 


Spct TD 


LIB3180-051-P2-M1-A2 

XJ X. XJ — ' X V V V/iJtJ- J- liX Xit-t 


Method. 


BLASTX 


NCBI GI 


g4406769 


BLAST score 


247 


X* Tr a 1 no 
j— i vcix Lit; 


a np-91 


i/id LOU J-tJiiy UII 


O *i 


1> XUcilL-X Ly 


DU 




fAPOflfifi^fi^ mil - ah i vp franql "in TAysToi Hnnq is ■hh^lisnsl 
uo jy ^ puL>ciL>x txaiiDx±ii [rix aiJxu.upoxo i—hgl-i — lciiici j 


Carr Mo 




c^a TD 


LIB3180-051-P2-M1-B12 

XJ X. U*J J-KJ \J V xJ X X L1X XJ X. ^— » 


Method 


BLASTX 


NCBI GI 

L \ XJ J. *0 J- 


a82695 

y u \j ~/ *j 


RLAST qrnrp 


326 


E value 


1.0e-30 


Match length 


72 






LNVvfOJ. LJ G O O J L L. J- VJii. 


rrl ^/o&r*^ 1 H^hwH^— ^— nhnqnhst - ^ HphuHvrirrpnpQP (T^.C 1 2 1 121 ^ — 
y _l y ^cjx. cl ±uuiiytuic -~> \Ji.wj^\j\. ict u c u.ci i y kjix. uuciiaoc \ «j 




IlLcLJ- £-> C. \ J_x. a. y ILL till L. / "^y -'- ^-/JOO ' \xiIJ1Ji j 




crl vrp ral dp hvdp— 3— DhosDhatp dehvdrocrenase TZea mavsl 


Oc^* in \ J • 






T.TR31 fiO-OSI -P?-M1 -D9 


Mpf hnH 


RT.A9TX 


NCBI GI 


g22216 


BLAST score 


184 


E value 


q no— i /i 
y • ue xfi 


L v icL L Oil xtsiiy L.IJ. 


ft 1 


^ _LvJ.C7 J.I U-L uy 




WfRT Dp^rri "i nn 

LH \*r XJ X. L W LXVll 


fXSS???^ 77YVs 7Pin TZpa mavql 


Ijc^i IN (J * 


OUUOjO 


Seq. ID 


LIB3180-052-P2-M1-C3 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


290 


E value 


2.0e-26 



42284 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Oryza sativa] 



80 
71 

60S RIBOSOMAL PROTEIN L5 



300357 

LIB3180-052-P2-M1-C6 

BLASTX 

g4091008 

214- 

3.0e-17 

87 

55 

(AF040700) methionyl-tRNA synthetase 
300358 

LIB3180-052-P2-M1-D10 

BLASTN 

g4206307 

36 

9.0e-ll 

108 

84 

Zea mays retrotransposon Cinful-2 



300359 

LIB3180-052-P2-M1-E12 

BLASTX 

g4585966 

156 

2.0e-10 

70 
54 

(AC005287) Putative dihyrdolipo amide acetyltransf erase 
[Arabidopsis thaliana] 

300360 

LIB3180-052-P2-M1-F6 

BLASTX 

gl35398 

313 

5.0e-29 

58 

98 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S15773 tubulin alpha-1 

chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300361 

LIB3180-052-P2-M1-G11 

BLASTX 

g3452091 

268 

1.0e-23 

86 
57 

(AJ004899) rudimentary enhancer [Glycine max] 



42285 





JUU JUL 




LIB3180-052-P2-M1-G12 




BLASTX 


NPRT GT 


a3318615 


BLAST score 


212 


E value 


3.0e-17 


i/lctLOIl xcny Uii 


rt U 




Q1 
y ± 








Q O -f - "7 T7"3 1 

O C3. 1 — Lvaj 


D C ^ ♦ IN U • 




Spa TD 


LIB3180-052-P2-M1-G3 


Mpthod 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


433 


E 1 va 1 no 

£j V al L1C 


7 . Oe-43 


LucLLOil xciiy Lli 


1 JO 




D -7 


MPRT riocpyi t\Y \ <~\t\ 


f MSR fiS ^ nvrnvafp nrfhonhn^nhafp elikinase FZea mavsl 


oeq. in o . 


JUU JO'l 


Qprr T H 




L It: L.UUU 




NCBI GI 


g4263722 


BLAST score 


411 


TP TT 1 1 11 A 

Hi vdiue 




i v iat.cn ±engun 


1 ^1 


% identity 




1NO.DJ. JJco v^£ -Lp L-LvJIl 


f ftPf! f! £9 9 "3 \ mit*al* i X7P crl nr^n <5\7Tt"hh^^p F AT"a1rn rim^^i** thalin 


oeq. no. 


JUL) jOj 


Sprr TH 

OCl^ • JLlJ 


LIB3180-053-P2-M1-A6 


i 1C LilUU 


RT.A^TX 


NCBI GI 


g3914557 


BLAST score 


322 


E value 


8,0e-30 


Match length 


77 


% identity 


84 


NCBI Description 


RAS -RELATED PROTEIN RAB7 (POSSIBLE APOSPORY-ASSOCIATED 



PROTEIN) >gi_1155265 (U40219) 
protein [Pennisetum ciliare] 



possible apospory-associated 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



300366 

LIB3180-053-P2-M1-B11 

BLASTX 

g2827080 

157 

8.0e-ll 

63 

62 

(AF020271) malate dehydrogenase precursor [Medicago sativa] 
300367 

LIB3180-053-P2-M1-C5 

BLASTX 

g3511285 



42286 



BLAST score 


224 


E value 


7.0e-19 • 






% lucIlLlL.y 


DO 


jMUrJi uescripr-ion 


^_r_.r u o x D o 4t ^ cellulose i 




+- rotmi 1 a 1 
LI CULL-lCl j 


beq. no. 


jUUjDEj 


Q prr TP) 


T.TR^I 0-0^ ^-P9-M1 -P7 




RT.A^TN 

J_> J-J.T1.0 X IN 


NCBI GI 


g260041 


BLAST score 


45 


TT" ttsI no 
Hi ValUc 


z. . u tr x o 


ixiaucn ienyT_ii 


7^ 


^ laenuiuy 


Qfl 


LN^JDX UcdL-I _L_pi_.XQ.Ll 


CVi 0— oVir"n"nV(-iTi 0 1 apiiq 

OllZ. — oi IX U.I1 JS.Cli _1 XUL-UO 


beq. LN0 . 




oeq. xu 


JjlDJlOU Uj J ir<_. L v ll UsJ 




RT a^TKf 

DlxriO 1 IN 


NCBI GI 


g463151 


BLAST score 


119 


E value 


x . ue du 


Match length 


IRQ 


% identity 




NCBI Description 


iiea mays mgn suiiur 


Seq. No* 


jUUo /U 


beq. lu 


T TR^1 £fl — HR^- P9— Ml — Fl7 










BLAST score 


426 


E value 


1.0e-46 


Match length 


122 


% identity 


75 


NCBI Description 


NADPH-CYTOCHROME P450 



[maize, mRNA Partial, 18 67 nt] 



complete cds 



NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - Madagascar 
periwinkle >gi_18139_emb_CAA4 944 6_ (X69791) 
NADPH — ferrihemoprotein reductase [Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300371 

LIB3180-054-P2-M1-A3 

BLASTX 

g464707 

263 

4.0e-23 

66 

76 

40S RIB0S0MAL PROTEIN S18 >gi_480908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (223165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434 343_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_eitib_CAA82275_ (Z28 962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb__CAA72909_ (Y12227) ribosomal protein S18A 



42287 




[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA^ gb_Z28701, DNA gb__Z23165 from A 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300372 

LIB3180-054-P2-M1 

BLASTX 

g2370312 

457 

1.0e-45 
102 
79 

(AJ000995) 
(AF069507) 



-F2 



DnaJ-like protein [Medicago sativa] >gi_3202020 
DnaJ-like protein MsJl [Medicago sativa] 



Seq. No. 


JUKJO f 0 


Seq. ID 


T OH nc/l "DO— Ml T7 1 Q 

LidjIo (J — UO 4 — irZ-ixll — r J 


Method 


BLAblX 


NCBI CjI 


g4UUoio y 


BLAST score 


±3 0 


Hj vaiue 


Q Ho— 1 1 

o . ue x i 


Match length 


57 


% identity 


61 


NCBI Description 


(AB015601) DnaJ homolog [Salix 


Seq. No. 


300374 


Seq. ID 


LIB3180-054-P2-M1-G1 


Method 


BLASTX 


NCBI GI 


g2735841 


BLAST score 


241 


E value 


2.0e-20 


Match length 


116 


% identity 


42 


NCBI Description 


(AF010283) No definition line 


Seq. No. 


300375 


Seq. ID 


LIB3180-055-P2-M1-A10 


Method 


BLASTX 


NCBI GI 


gll43864 


BLAST score 


320 


E value 


7.0e-30 


Match length 


98 


% identity 


63 


NCBI Description 


(U28047) beta glucosidase [Ory 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300376 

LIB3180-055-P2-M1-B6 

BLASTN 

g949979 

128 

5.0e-66 

184 

92 

Z.mays Glossy2 locus DNA 



42288 



# 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300377 

LIB3180-055-P2-M1-D10 

BLASTX 

gl076746 

518 

7.0e-53 

101 

97 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300378 

LIB3180-055-P2-M1-F4 

BLASTX 

gl26896 

271 

5.0e-24 

108 

55 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 

>gi_319831_pir DEPUMW malate dehydrogenase (EC 1.1.1.37) 

precursor, mitochondrial - watermelon 

>gi_18297_emb_CAA35239_ (X17362) precursor protein (AA -27 
to 320) [Citrullus lanatus] 



Seq. No. 


300379 


Seq. ID 


LIB3180-057-P2-M1-E9 


Method 


BLASTN 


NCBI GI 


g22336 


BLAST score 


59 


E value 


5.0e-25 


Match length 


63 


% identity 


98 


NCBI Description 


Maize mRNA for an 18kDa heat shock protein 


Seq. No. 


300380 


Seq. ID 


LIB3180-058-P2-M1-F11 


Method 


BLASTX 


NCBI GI 


g4587584 


BLAST score 


153 


E value 


1.0e-10 


Match length 


50 


% identity 


62 


NCBI Description 


(AC007232) unknown protein [Arabidopsis thaliana] 


Seq. No. 


300381 


Seq. ID 


LIB3180-058-P2-M1-F12 


Method 


BLASTX 


NCBI GI 


g3560533 


BLAST score 


202 


E value 


2.0e-16 


Match length 


51 


% identity 


76 


NCBI Description 


(AF042333) 24-methylene lophenol C24 ( 1) methyltransf erase 



[Oryza sativa] 



42289 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300382 

LIB3180-058-P2-M1-H1 

BLASTX 

g520582 

164 

2.0e-ll 

52 

62 

(D37796) Ids3 [Hordeum vulgare] 
300383 

LIB3180-059-P2-M1-A10 

BLASTN 

gll84775 

78 

5.0e-36 

138 

89 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC4 
(gpc4) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300384 

LIB3180-059-P2-M1-A11 

BLASTX 

g4454480 

153 

1.0e-10 

37 
76 

(AC006234) putative (1-4) -beta-mannan endohydrolase 
[Arabidopsis thaliana] 



Seq. No. 


300385 


Seq. ID 


LIB3180-059-P2-M1-B3 


Method 


BLASTX 


NCBI GI 


g2668744 


BLAST score 


243 


E value 


7.0e-21 


Match length 


54 


% identity 


83 


NCBI Description 


(AF034 946) ubiquitin conjugating enzyme [Zea 


Seq. No. 


300386 


Seq. ID 


LIB3180-059-P2-M1-E1 


Method 


BLASTX 


NCBI GI 


g4415996 


BLAST score 


212 


E value 


3.0e-17 


Match length 


61 


% identity 


66 


NCBI Description 


(AF059290) beta-tubulin 4 [Eleusine indica] 


Seq. No. 


300387 


Seq. ID 


LIB3180-059-P2-M1-E2 


Method 


BLASTN 


NCBI GI 


gl037129 



42290 



II 



BLAST score 


42 




E value 


2.0e-14 




Match length 


84 




% identitv 


90 




NCBI DescriDtion 


f crainitia— zeinA) = : ODacrue2 modifier 


(5 1 recrioni TZea mavs=ii 




Tuxpeno CMS 450, mRNA Partial , 


1889 nt] 


Sea. No. 


300388 




Seq. ID 


LIB3180-059-P2-M1-F10 




Method 


BLASTN 




NCBI GI 


g2642323 




BLAST score 


91 




E value 


1.0e-43 




Match length 


131 




% idpntitv 


91 




NCBI Description 


Zea mays profilin (PR04) mRNA, 


roTtiolptp rds 


Seq. No. 


300389 




Seq. ID 


LIB3180-059-P2-M1-H2 




Method 


BLASTX 




NCBI GI 


g2244971 




BLAST score 


229 




E value 


6.0e-19 




Match Ipncrth 


52 




% identitv 


77 




NCBI Description 


(Z97340) hypothetical protein 


[Arabidopsis thaliana] 


k_> C ^ . \J ■ 


300390 




Seq. ID 


LIB3180-060-P2-M1-A1 




Method 


BLASTX 




NCBI GI 


g559713 




BLAST score 


237 




E value 


4.0e-20 




Match length 


86 




§; *i Hpirh 1 1* v 

O -L. \JL^L X -J- ' — y 


55 




NCBI Dp55r*!ri'n1" i on 

HviJx J-^^i^JV^J 1- Sj" -A. v_/l X 


(D385521 Thp halS^9 Drofpin 

\ U *J KJ «J y X 11 ^ UGL _L *J .«/ S^-'- » -1-11 -L. O 


lulaL CU L. W ^ ^ -L. i -L. J LI 1 




[Homo sapiens ] 




Seq. No. 


300391 

W» \J \J <+J +lm 




Seq. ID 


LIB3180-060-P2-M1-A4 




Method 


BLASTN 




NCBI GI 


g!68584 




BLAST score 


79 




E value 


4.0e-37 




Match length 


95 




% identity 


96 





NCBI Description Corn pyruvate, orthophosphate dikinase gene, exons 2-19 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300392 

LIB3180-060-P2-M1-B9 

BLASTN 

g22138 

60 

2.0e-25 

131 

87 

Z.mays gene for acetohydroxyacid synthase 



(AHAS108) 



42291 




Qp.pr Kin 


JUUJJJ 




Sea ID 


LTB^lRO-OfiO-P^-Ml -H6 

JJ1DJ1UU VJ IT 1.1 X XI u 




Method 


BLASTN 




NCBI GI 


g536891 




oXi-riO 1 o LUi c 






Hj vai Lit; 


.J « U fc: XX 




L v ia.L.t_-Il xeiiyL.ii 


ou 




S- n H on H — i +~ w 


90 




INV^OX L>CO*-»X X^ LXLJil 


»V_lecit_- IlLxxLNrl XUx pi OLclIl _l_£.ri v COITLpxeuG COS/ ClOllc 


- t j->i U 0 A — A 








S^a TO 


T.TR^I 80-061 -P?-M1 -A1 

U1DJ1UU \J \J X IT 1JJ_ .ttX 




Method 


BLASTX 




NCBI GI 


g3393067 






OX fi 




Hi vai Lie 






Lid.LL-11 Icily LU 


o / 




o xuciii,.-. l. y 


72 




KTfR T Do q r*y* "i T-t"! - "i on 


V/iuuuixx/; sucrose syncnase type i LiriLxcuiu sp 


► J 


0 C • LN VJ » 






Qorr TH 


XiXOOXOU UDX ir__, 1 V IX ^x u 




Method 


BLASTX 




NCBI GI 


g2829871 




jbij/ioi score 


227 




E value 


8.0e-19 




Match length 


112 




1> XCAellXX uy 


43 




LNUtSl UeSC-Lipi-lOil 


(AC002396) Hypothetical protein [Arabidopsis thaliana] 


Dcq* LNQ. 


300396 




Qorr TH 


LIB3180-061-P2-M1-A9 




Mai* h nH 


BLASTX 




NCBI GI 


g2194142 




BLAST score 


331 




E value 


6.0e-31 




i v ici t. v_*n. xeny tn 


131 




% identity 


47 




lm^£3x Ucscnpuion 


(AC002062) ESTs gb_N38288 f gb_T43486, gb_AA395242 


come from 




this gene. [Arabidopsis thaliana] 






300397 




Qorr TD 


LIB3180-061-P2-M1-B11 




Method 


BLASTN 




NCBI GI 


g260041 




oixfio i score 


40 




E value 


2.0e-13 




i/iai-cn xengrn 


67 






90 




NCBI Description 


Sh2=shrunken-2 locus [maize, mRNA Partial, 1867 


nt] 


Seq. No. 


300398 




Seq. ID 


LIB3180-061-P2-M1-B2 




Method 


BLASTX 




NCBI GI 


gl370603 




BLAST score 


294 





42292 



E va&ue 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-27 

92 

66 

(X98245) annexin p35 [Zea mays] 
300399 

LIB3180-061-P2-M1-C3 

BLASTX 

gll9355 

289 

5.0e-26 

57 

100 

ENOLASE 1 { 2-PHOSPHOGLYCERATE DEHYDRATASE 1) 
{ 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir SI 6257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA3945 4_ (X55981) enolase 





[Zea mays] 


Seq. No. 


300400 


Seq. ID 


LIB3180-061-P2-M1-D3 


Method 


BLASTN 


NCBI GI 


gl68673 


BLAST score 


61 


E value 


1.0e-25 


Match length 


73 


% . identity 


96 


NCBI Description 


Maize 19 kDa zein mRNA, clone CZ19B1, 


Seq. No. 


300401 


Seq. ID 


LIB3180-061-P2-M1-E11 


Method 


BLASTX 


NCBI GI 


g231654 


BLAST score 


310 


E value 


2.0e-28 


Match length 


79 


% identity 


81 


NCBI Description 


BRITTLE-1 PROTEIN PRECURSOR >gi_8267 6 




protein precursor - maize >gi 168426 




protein [Zea mays] 


Seq. No. 


300402 


Seq. ID 


LIB3180-061-P2-M1-F1 


Method 


BLASTN 


NCBI GI 


g22516 


BLAST score 


100 


E value 


5.0e-49 


Match length 


176 


% identity 


89 


NCBI Description 


Maize Zc2 gene for zein Zc2 {28 kD gl 


Seq. No. 


300403 


Seq. ID 


LIB3180-061-P2-M1-F3 


Method 


BLASTN 


NCBI GI 


g248336 


BLAST score 


72 


E value 


2.0e-32 



(M79333) brittle-1 



glutelin-2 ) 



42293 



Match length 124 
% identity 31 

NCBI Description polyubiquitin [maize, Genomic, 3841 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300404 

LIB3180-061-P2-M1-G1 

BLASTX 

gl31773 

448 

1.0e-44 

122 
76 

4 OS RIBOSOMAL 
>gi_82724_pir 
maize 



PROTEIN S14 (CLONE MCH2) 
B30097 ribosomal protein S14 (clone MCH2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300405 

LIB3180-061-P2-M1-H2 

BLASTX 

g2668742 

365 

4.0e-35 

86 
87 

(AF034 945) glycine-rich RNA binding protein [Zea mays] 



300406 

LIB3180-061-P2-M1-H7 

BLASTX 

g421855 

264 

4.0e-23 

78 

59 

alanine — tRNA ligase (EC 
(fragment) 



6.1.1.7) - Arabidopsis thaliana 



300407 

LIB3180-062-P2-M1-A2 

BLASTX 

gl658313 

172 

3.0e-25 

79 

44 

(Y08987) osr40g2 [Oryza sativa] 
300408 

LIB3180-062-P2-M1-C8 

BLASTX 

g2688830 

177 

3.0e-13 

45 
80 

(AF000952) putative sugar transporter [Prunus armeniaca] 



42294 




C 1 "NT x> 

beg. jno. 




Oct| • ±u 




jyie cnou 


dt acrpy 






BLAST score 


261 


E value 


7.0e-23 


jyja.T,cfi iengT,n 




% identity 




NL/Di usscripLion 


/ 7\ to O^Q AO \ 0 r\-vr\rrl n +• -k* a +- a HaHwrlrArronaco PT c i iVm i n i t~ 

\H.U iZJOUiC J Z — UAUUlULalaLc Utrliy U.X uy fesllclo f Xj X oUJJUllXL 




r Z\ r* a V^i i H nri qiq ■hh^lnPTipl 
[niaiJiuupoio Uiicix xcliicl j 


beq. no. 


OUU41U 


o@q. lu 


JjlDJlOU UUi IT LUX Hi X 


Method 


Jd LtAb i N 


NCBI GI 


g3057119 


BLAST score 


246 


E value 


1 rio-i ^£ 

1 . U6 ijD 


Match length 


z y o 


% identity 




MPD T o v* *i t*\+" "i f\T\ 

in^oi uesc.L ipi-ion 


/liticl ILLciyo o LalHl oyilul.La.oe jjuxiXjx ^uuiiij iLLL\.j.N.ri/ uuill^xclc 


beq. no. 


11 


t n 

oeq. iu 


JjIdJIOU U O Z It Z 1*1 X 1 


Metnoa 


BiiAbiA 


NCBI GI 


g3694807 


BLAST score 


386 


E value 


z . ue-o / 


Match length 


O 1 

o 1 


% identity 


o c 
O 0 


NCBI Description 


^rlr U33 0 O J aianilie diniilOLxcillo^cxcioe |,tjca ILicLyoJ 


Seq. No. 


oUU4 iz 


beq. iu 


T TR^l ST -DDI -Pi —Ml — R1 

JjlDJlOl UVJX IT X L V 1X OX 


riecnoci 


OlirlO X IN 


NCBI GI 


gl68698 


BLAST score 


63 


E value 


o . ue — z / 


Match length 


101 


% identity 




NCBI Description 


Zi.mays zein iuklnh., conipiete cas 


beq. no. 




beq. IU 


t tr^i — nni —PI — M1 — Rl 1 

LlDjiOl Uul rl 1 V J1 £511 


L v ie Liioa 


dt aqfpy 


NCBI GI 


g2827524 


BLAST score 


168 


E value 


o . ue-iz 


Matcn length 




% identity 


59 


NCBI Description 


(iiLU^iDjo ) preQicxeo. protein LHraDiuopsio T^iia.xxa.iicLj 


Seq. No. 


oOU414 


Seq. ID 


LIB3181-001-P1-M1-C7 


Method 


BLASTN 


NCBI GI 


g413792 


BLAST score 


47 


E value 


2.0e-17 



42295 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139 
83 

Cloning vector lambda EMBL3 SP6/T7, left arm 
300415 

LIB3181-001-P1-M1-C9 

BLASTN 

gl68694 

120 

4.0e-61 

128 
98 

Maize gamma zein mRNA, partial cds 
300416 

LIB3181-001-P1-M1-D3 

BLASTX 

g567893 

224 

2.0e-18 

75 
56 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 

300417 

LIB3181-001-P1-M1-G8 

BLASTX 

gl41605 

228 

5.0e-19 

73 

68 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 

300418 

LIB3181-002-P1-M1-B10 

BLASTX 

g3298548 

386 

2.0e-37 

109 

72 

(AC004681) 
thaliana] 



putative spli ceo soma 1 protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300419 

LIB3181-002-P1-M1-B5 

BLASTN 

gl68484 

77 

1.0e-35 

157 
87 

Maize endosperm glutelin-2 



gene, complete cds 



42296 



O q • IN (J • 




a&rr TP) 


T,TR?1 fll -009 — PI -Ml — fl 


Method 


BLAST N 


NCBI GI 


g22524 


rSJjAoJ. score 


1 1 n 


E value 


4 . ue-oo 


Match length 




% identity 


QO 


NCBI Description 


Zea mays mRNA encoding a 


Ocv^ • 1NO • 


?00d 91 




T.TR^I R1 — 009-P1 —Ml — P9 


Method 


BLASTX 


NCBI GI 


gl68699 


oLiAbi score 


91 /I 


E value 


^ . ue — 1 / 


Match length 


o / 


% identity 




NCBI Description 


vMouooD; zem L^ea maysj 


oeq . jno . 


^00499 




T.TR^I fil -009 — PI —Ml -H^ 




LJ±J£\0 ± /\ 


NCBI GI 


gll74526 


BLAST score 


352 


E value 


2.0e-33 


Match length 


98 


% identity 


67 


NCBI Description 


LYSYL-TRNA SYNTHETASE (L 



NE--TRNA LIGASE) (LYSRS) 

>gi_1074 993_pir D64110 lysine—tRNA ligase (EC 6.1, 

Haemophilus influenzae (strain Rd KW20) >gi__1574141 
(U32800) lysyl-tRNA synthetase (lysU) [Haemophilus 
influenzae Rd] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300423 

LIB3181-002-P1-M1-E5 

BLASTX 

g4204294 

314 

5.0e-29 

90 

76 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300424 

LIB3181-002-P1-M1-F5 

BLASTN 

gl68696 

83 

7.0e-39 

103 
95 

Z.mays zein mRNA, 3 T end 



Seq. No. 



300425 



42297 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3181-003-P1-M1-A12 

BLASTX 

g4504165 

220 

1.0e-21 

79 
62 

gelsolin (amyloidosis, Finnish type) 

>gi_121116_sp_P06396_GELS_HUMAN GELSOLIN PRECURSOR, PLASMA 
{ACTIN-DEPOLYMERIZING FACTOR) (ADF) (BREVIN) (AGEL) 

>gi_71649_pir FAHUP gelsolin precursor, plasma - human 

>giJ7 36249_eirib_CAA28000__ (X04412) plasma gelsolin [Homo 
sapiens] >gi_225304_prf 1211330A gelsolin [Homo sapiens] 



Seq. No. 


300426 


Seq. ID 


LIB3181-003-P1-M1-B1 


Method 


BLASTN . 


NCBI GI 


g22514 


BLAST score 


141 


E value 


2.0e-73 


Match length 


365 


% identity 


85 


NCBI Description 


Maize Zcl gene for Zein 


Seq. No. 


300427 


Seq. ID 


LIB3181-003-P1-M1-B11 


Method 


BLASTN 


NCBI GI 


g4038570 


BLAST score 


174 


E value 


4.0e-93 


Match length 


291 


% identity 


89 


NCBI Description 


Human DNA sequence from 



(14 kD zein-2) 



Contains the 3' part of the alternatively spliced gene for 
the human orthologs of mouse QKI-7 and QKI-7B (KH Domain 
RNA Binding proteins) and zebrafish ZKQ-1 (Qu 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300428 

LIB3181-003-P1-M1-B6 

BLASTN 

gl684789 

62 

3.0e-26 

294 

81 

Human epithelial membrane protein 
cds 



(CL-20) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300429 

LIB3181-003-P1-M1-B7 

BLASTX 

g3335226 

403 

3.0e-39 

119 

65 

(AF077374) small proline-rich protein [Homo sapiens] 



42298 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300430 

LIB3181-003-P1-M1-B8 

BLASTX 

g3293537 

142 

7.0e-09 

79 

38 

(AF071059) zinc finger RNA binding protein [Mus musculus] 
300431 

LIB3181-003-P1-M1-C12 

BLASTX 

g4504165 

421 

1.0e-41 

103 

84 

gelsolin (amyloidosis, Finnish type) 

>giJL21116_sp_P06396_GELS_HUMAN GELSOLIN PRECURSOR, PLASMA 
(ACTIN-DEPOLYMERIZING FACTOR) (ADF) (BREVIN) (AGEL) 

>gi_7164 9_pir FAHUP gelsolin precursor, plasma - human 

>gi_73624 9_emb_CAA28000_ (X04412) plasma gelsolin [Homo 
sapiens] >gi_225304jprf 1211330A gelsolin [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300432 

LIB3181-003-P1-M1-C5 

BLASTX 

g346219 

257 

1.0e-22 

74 

70 

keratin K4a - human (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300433 

LIB3181-003-P1-M1-D10 

BLASTN 

gl80222 

35 

4.0e-10 

125 
82 

Human carcinoembryonic antigen mRNA (CEA) , complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



300434 

LIB3181-003-P1-M1-D4 

BLASTX 

g224507 

270 

9.0e-24 

97 

61 

zein Al [Zea mays] 
300435 



42299 



Sea ID 


LIB3181-003-P1-M1-E10 


rue UilUU 


BLASTX 


NCBI GI 


g2224565 


BLAST score 


712 


iii v a. x Lit; 


2.0e-75 




138 


9- n Hoirl" i fir 
t> XQJ.eIlUlL.y 


96 


LM OX) X UCOOJ — ir !_ X i 


(AB002310) KIAA0312 [Homo sapiens] 




300436 


Sea ID 


LIB3181-003-P1-M1-E2 


Mo1"hriH 
L le i—llvJVJ. 


BLASTN 


NCBI GI 


g22288 


BLAST score 


107 


J—i v d X Lie 


4 . Oe-53 




131 


15 xClCil L.X L.y 




NPRT npsrrirjtion 

1\ V» J-J X i-/ O J — i- -1- \^ A A 


Maize mRNA fragment for endosperm glutelin-2 


oey . LNU • 


300437 


Qorr Tn 
oc^ ■ x u 


LIB3181-003-P1-M1-F10 




BLASTX 


NCBI GI 


g2118384 


BLAST score 


170 


Hi Value 


5 . Oe-13 


ixiciT.cn lenyxn 


1 0Q 

X U J 


% identity 


o u 


l\i\^.Dl JJeSCx XjJ uluXi 


c:rnipTrinn<? r*^1 1 ra tp i noitia anticren 2 - • human 


oeg. no. 


JUU4JO 


c a /T t n 
oeq. xu 


T.TR31 81 -003-P1 -M1-F4 

lilDJXO X Uv J XX 1 J X I. ti 


Method 


olxrio 1 A 


NCBI GI 


gl6073 


BLAST score' 


293 


E value 


1 0e-26 


L v ia.L.olI xeiiyL.il 


67 


■s iQ.erjxiL.y 


o o 




(X59526) zein protein [Acetabularia mediterranea] 


oeq. 1MO . 




q prf TP) 


LIB3181-003-P1-M1-F7 


lYts unuti 




NCBI GI 


g!68691 


BLAST score 


238 


JCj value 


5 . 0e-20 


iyiciT.cn iciiyuii 


O _7 


^ identity 






fM?Q6?8^ zein TZea mavsl 


beg. Mo, 




oeg. J-iJ 


T TR?1 ftl -003-P1 -Ml 0 

LIDJIO X UU J IT X I i X UlU 


11C LiiUU 


BLASTX 


NCBI GI 


g2137308 


BLAST score 


186 


E value 


3.0e-14 


Match length 


65 


% identity 


63 



42300 



NCBI Description 



G protein beta subuit like - mouse >gi__475012_dbj_BAA06185_ 
(D29802) G protein beta subuit like [Mus musculus] 



Seq. No. 


300441 


Seq. ID 


LIB3181-003-P1-M1-G8 


Mo fhnH 

ilC L,li.\J\J. 


BLASTN 

1_J UllkJ X LN 


MfRT (IT 


a3777595 




71 


R va 1 up 


1. Oe-31 


riciLCil Xvsiiy l_ll 




9- t Hon i~ n "H w 

0 _HJ.CLIUJ_L._y 


90 


NPRT npsrriDtion 


Homo sapiens TACC2 protein (TACC2) mRNA, partial 


OCJ*-^ * IN \J ■ 


300442 




LIB3181-003-P1-M1-H1 


Method 


BLASTX 


NCBI GI 


g3763845 


RT.A^T qpnrp 


220 


TT Tral no 
Hj ValUc 


1 0o-1 Q 


lXla.T_.Cii xeiiyi_.ii 


o ^ 


& 1 HoTlt" "1 1~\7 
O XUCliL.1 L.J 


61 


1Nv_,j3X UcbCI lpLlUIl 


f ARfil ft ^7 R } oarlu nnHnl in [Cirwa ^^"hiv^il 
^ rlD U lo J / J j cct-L-Lj/ ii\_n_Ai_iX Xii |_ w x. _y __ o a. i — l va j 




>rri ^7fi^fi47 dh"i RAA33R14 fAR01R37rn parlv nodul 




ea n +- n Tja "| 
o a. l, _L vaj 


OctJ. 1NO • 




Seq* ID 


LIB3181-003-P1-M1-H10 


Method 


BLASTN 


INUDX ul 


rr^RRI ft ^ 


__>i__H.o i score 




E value 


o Ho — 1 (\ 


Mj^ "i~ r*lr\ 1 onn"}~n. 
iic-t-^ii xciiy ui.i 


127 


^ iueiiLiL.y 


ft 4 


inudx uesciipLion 


ilUllLO bapicllb cxLyiie *± uxcn_yxyxyLcxux J-xj, id o c; ax^iK 






Seq. No. 


300444 


Seq. ID 


LIB3181-004-P1-M1-B12 


Life; LiHw/Ll 


DLlrtO X iN 


1NO.DX Ul 


y o jio 


"RT ZlQT opnro 
__Sl_iriiD 1 oUUlc 


^7 


I_i Veil LLC 


O Do-1 1 


i v idT-cii xeny un 


1 ^7 

X O f 


S- T i^l r*> "f~ T +- T 7 


ft9 


LNU-DX L/C l_> t-'X X ky L. XL/ll 


PI nni nrt vprtrir V) ^nnrt" 9 potti'dI p+*p ^prrnpnee 


Seq. No. 


300445 


Seq. ID 


LIB3181-004-P1-M1-B3 


Method 


BLASTX 


NCBI GI 


g2244732 


BLAST score 


225 


E value 


9.0e-19 


Match length 


55 


% identity 


69 


NCBI Description 


(D88413) endo-xyloglucan transferase [Gossypium 


Seq. No. 


300446 



42301 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



LIB3181- 
BLASTX 
gl6073 
365 

6.0e-35 

127 

61 

(X59526) 



004-P1-M1-C1 
m 



zein protein [Acetabularia mediterranea] 



300447 

LIB3181-004-P1-M1-D1 

BLASTN 

gl68663 

56 

6.0e-23 

68 

96 

Maize sulfur-rich zein protein of Mr 15,000, complete cds 
300448 

LIB3181-004-P1-M1-D10 

BLASTX 

g82660 

168 

5.0e-12 

60 

62 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 



300449 

LIB3181-004-P1-M1-G3 

BLASTN 

g22524 

161 

2.0e-85 

320 

89 

Zea mays mRNA encoding a zein 



(clone ZG31A) 



300450 

LIB3181-006-P1-K2-E10 

BLASTN 

g!68681 

119 

3.0e-60 

235 

89 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds, 
>gi_27068 6_gb_l03333_ Sequence 8 from Patent US 

300451 

LIB3181-006-P1-K2-E4 

BLASTX 

g3482913 

249 

1.0e-21 



42302 



Match length 87 
% identity 57 

NCBI Description (AC003970) Similar to MtN21 7 gi_2598575, Megicago 

truncatula nodulation induced gene [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300452 

LIB3181-006-P1-K2-F5 

BLASTX 

gl41609 

182 

5.0e-14 

56 

71 

ZEIN-ALPHA PRECURSOR (19 KD) (PMS2) >gi_100944_pir S15656 

zein, 19K - maize >gi_22448_eirib_CAA4154 3__ (X58700) 19 kDa 
zein [Zea mays] 



Seq. No. 




Seq. ID 


Llbolol— UU /-rl-J\/C-UD 


Method 


T">T 7\ nmv 

BLASTX 


NCBI GI 


gl68691 


BLAST score 


n o a 


E value 




Match length 


o U 


% identity 


70 


NCBI Description 


(M29628) zein [Zea mays] 


Seq. No. 


300454 


Seq. ID 


LIB3181-007-P1-K2-F10 


Method 


BLASTX 


NCBI GI 


gl00940 


BLAST score 


304 


E value 


1.0e-27 


Match length 


125 


% identity 


54 


NCBI Description 


zein zAl - maize 


Seq. No. 


300455 


Seq. ID 


LIB3181-007-P1-K2-H3 


Method 


BLASTX 


NCBI GI 


gl709990 


BLAST score 


155 


E value 


1.0e-10 


Match length 


45 


% identity 


64 


NCBI Description 


60S RIBOSOMAL PROTEIN L35A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300456 

LIB3181-007-P1-M1-C4 

BLASTX 

g2832247 

186 

6.0e-14 

111 
43 

(AF031569) 22-kDa alpha zein 10 [Zea mays] 



42303 





3004S7 


O Clj • X Lv 


LIB318 1-007 -P1-M1-E2 

JJ1JJ J1U 1 UU ' 1.-1- J- -I -L i_J 






NCBI GI 


g2506328 


BLAST score 


314 


E value 


6.0e-29 


l let u ui. l iciiy uii 


Q7 

.7 / 


15 XLicJIlLX L.y 
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C11111U.U.O J 


oeq . 1NO • 






LIB3181-007-P1-M1-E5 


Mo +• Vl 
L V IG LllvJLi 


DllTliJ X IN 


NCBI GI 


gl68673 


BLAST score 


41 


Lj V Q. X IXC 


9. Oe-14 


rldLvjIJ. XtJliyuil 


*± x 


1> _LU.t3ilL±Uy 


i no 

X u*u 




Ma-|7p 1 Q VDa 7pin mRNA plnnp r719Bl. 


0 e • in u • 






T.TR31 ft1 -007-P1 -Ml -PrS 

LiDJiOl v> \J 1 n X 11X 




RLASTN 


NCBI GI 


gl68673 


BLAST score 


78 


£j val Lie 






± 0 / 


% identity 


0 ^ 


LN\_<1J J. UCO OX XLy LXUil 


Mat 7a 1 Q VH^ *7£>"i n mRMA r^l nriA c*7A QR1 

L 1 CI X X Zf jS.L^ d LCJ-il i.LLL\LNf^/ L>lUilC X JU1 ^ 


oeq. wo . 




c orf t n 
oeq. iu 


T TR^I ftl — 0 (1 R — Pi — K9-R1 9 


L1G livJVX 


RT.A^TX 


NCBI GI 


g!68699 


BLAST score 


226 


E value 


1 np-1 ft 

x • Uc X O 


Mat"ph 1 0 ti rT4~ Vi 
L v lci L.OI1 Xcliyt.ll 


ou 


■s luenuity 


ft 

0 J 


MPRT F^o 0 /~» t — 1 t"i4- -1 /^n 


fM^nft^fi^ 7p-ln r7p^ m^\/«?l 

\rlwUO J U ^ iCXH [ ZjCCI ILLdyoj 


oeq. 1NO. 


JUUy DX 




T.TR^I ftl -DOR-PI -K9-C\ 0 




RT.A^TX 

OLulO X /\ 


NCBI GI 


a3924594 


BLAST score 


289 


E value 


7.0e-26 


Match length 


80 


% identity 


65 


NCBI Description 


(AF069442) putative ribonucleoprotein 



c [Helianthus 



complete cds 



complete cds 



thaliana] >gi_4262139__gb_AAD14439_ (AC005275) putative 
ribonucleoprotein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300462 

LIB3181-008-P1-K2-C6 

BLASTN 

g22544 



42304 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

3.0e-41 

200 
87 

Maize mRNA (clone A30) for zein (a plant storage protein) 
300463 

LIB3181-008-P1-M1-B12 

BLASTX 

gl68699 

258 

2.0e-22 

106 

58 

(M60836) zein [Zea mays] 
300464 

LIB3181-008-P1-M1-D6 

BLASTX 

gl710530 

162 

1.0e-ll 

43 
74 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_embJ3AA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 



Seq. No. 


300465 


Seq. ID 


LIB3181-009-P1-K2-A10 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


169 


E value 


1.0e-23 


Match length 


127 


% identity 


59 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


300466 


Seq. ID 


LIB3181-009-P1-K2-A12 


Method 


BLASTX 


NCBI GI 


g2131417 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


129 


% identity 


29 


NCBI Description 


hypothetical protein YDR2 




cerevisiae) >gi_1230655 ( 




cerevisiae] 


Seq. No. 


300467 


Seq. ID 


LIB3181-009-P1-K2-C3 


Method 


BLASTX 


NCBI GI 


g2529340 


BLAST score 


510 


E value 


8.0e-52 



42305 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



129 
81 

(L81162) 



homologue; putative [Zea mays] 



300468 

LIB3181-009-P1-K2-F6 

BLASTN 

g!617473 

118 

1.0e-59 

202 
99 

Z.mays mRNA for Rbl protein 
300469 

LIB3181-Q09-P1-K2-H8 

BLASTX 

g72307 

371 

1.0e-35 

127 
65 

22K zein precursor (clone pZ22.3) - maize >gi_ 
(J01246) 26.99 kd zein protein [Zea mays] 



168686 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300470 

LIB3181-010-P1-K2-D5 

BLASTN 

gl68673 

161 

2.0e-85 

240 

95 

Maize 19 kDa zein mRNA, clone cZ19Bl, complete cds 
300471 

LIB3181-010-P1-K2-H6 

BLASTX 

g2791516 

208 

4.0e-17 

58 
66 

(AL02124 6) hypothetical protein Rv2476c [Mycobacterium 
tuberculosis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300472 

LIB3181-010-P1-M1-F3 

BLASTN 

gl68673 

39 

1.0e-12 

83 

87 

Maize 19 kDa zein mRNA, 



clone cZ19Bl, complete cds 



Seq. No. 



300473 



42306 



Sea. ID 


LIB3181-011-P1-K2-A10 


Method 


BLASTN 


NCBI GI 


gl68579 


BLAST score 


41 


Hi v CIJ_ U.C 


6. Oe-14 


Mp+r*h 1 pri rrt" h 


112 


O ±UCliLXL.y 


86 




Maize pyruvate, orthoph 


Qrti-T XT/" 1 ! 

Oc^. IN U . 


300474 


Sea ID 


LIB3181-011-P1-K2-A4 




BLASTX 


NCBI GI 


gl41605 


BLAST score 


482 


E value 


1.0e-48 


Match length 


111 


% identity 


88 


NCBI Description 


ZEIN-ALPHA PRECURSOR ( 



KD) {CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) - 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



Seq. No. 


A A ill C 

300475 


Seq. ID 


LIB3181-1 


Method 




NCBI GI 


gl698548 


BLAST score 


260 


E value 


2.0e-22 


Match length 


104 


% identity 


58 


NCBI Description 


(U58971) 


Seq. No. 


300476 


Seq. ID 


LIB3181-I 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


141 


E value 


2.0e-73 


Match length 


293 


% identity 


12 


NCBI Description 


Zea mays 


Seq. No. 


300477 


Seq. ID 


LIB3181- 


Method 


BLASTX 


NCBI GI 


gll5786 


BLAST score 


169 


E value 


2.0e«12 


Match length 


61 


% identity 


61 


NCBI Description 


CHLOROPH 



-P1-K2-A5 



011-P1-K2-B3 



, A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 



Seq. No. 
Seq. ID 
Method 



300478 

LIB3181-011-P1-K2-G6 
BLASTX 



42307 



NCBI- GI 


g3953466 


BLAST score 


186 


Hi Val LLC 


7 Oe-22 


K/T-a 4- 1 on rt"t~ Vi 


89 


^ iueni.iuy 




WORT Dp^cr* ir>tion 


(AC002328) F20N2.11 [_ 




300479 


q^rr Tf) 


LIB3181-011-P1-M1-B2 


1*1 C u li^vl 


BLASTX 


NCBI GI 


g224508 


BLAST score 


172 


TP T7 a 1 ii 




l v id L Lrl 1 Iciii^ til 


50 


2- t Wen - !" i 1" w 






•7{=nn A90 TZea mavsl 

LiClil ±\jL. \J [_ .d-l C_ illu _y O J 


DcC[. IN O • 


JUUIO v 


oc4 ♦ x iv 


LTB3181-013-P1-K2-A10 


11C L11UU 


BLASTN 


IN^JjX bl 




BLAST score 


186 


E value 


1.0e-100 


Match length 


JlD 


% identity 




nujdi uescnpLion 


Zi v* _i V> ■? at^i ot o 4- Vi a 1 nana 
rix aX?lU.t>pt>lc> Liidllcilla. 




r_ir__? / OvJlLLUlC Lc QCV^UCIl 


beq* JNO. 






LIR3181-013-P1-K2-A7 


Method. 


rt aqTM 

DXirio 1 IN 




a4490717 


■DJ_l.rl.kJ X OO^J- C 


76 


E value 


6.0e-35 


Match length 


96 


% identity 


95 


NCBI Description 


Arabidopsis thaliana 




project) 



PI clone: 



(ESSA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300482 

LIB3181-013-P1-K2-A9 

BLASTX 

gll70040 

426 

3.0e-42 

96 

89 

GLUTATHIONE REDUCTASE, CHLOROPLAST PRECURSOR (GR) (GRASE) 
>gi_451198_dbj_BAA03137_ (D14049) glutathione reductase 
precursor [Arabidopsis thaliana] >gi_1944448_dbj_BAA19653_ 

(D89620) glutathione reductase precursor [Arabidopsis 
thaliana] >giJ74 0576_prf 2005376A glutathione reductase 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



300483 

LIB3181-013-P1-K2-C12 
BLASTX 



42308 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3915847 
455 

2.0e-45 

105 

88 

40S RIBOSOMAL PROTEIN S2 >gi_2335095 (AC002339) putative 
40S ribosomal protein S2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300484 

LIB3181-013-P1-K2-D12 

BLASTX 

gl769905 

259 

1.0e-22 

106 

54 

(X98108) 23 kDa polypeptide of oxygen-evolving comlex (OEC) 
[Arabidopsis thaliana] 

300485 

LIB3181-013-P1-K2-D3 

BLASTX 

g4049341 

439 

2.0e-43 

126 

69 

(AL034567) putative protein [Arabidopsis thaliana] 
300486 

LIB3181-013-P1-K2-G8 

BLASTX 

g2829792 

261 

5.0e-23 

86 
57 

SOLUBLE GLYCOGEN (STARCH) SYNTHASE PRECURSOR <SS I) 
>gi_1781353_emb_CAA71442_ (Y10416) soluble starch 
(bacterial glycogen) synthase [Solanum tuberosum] 

300487 

LIB3181-013-P1-K2-H12 

BLASTX 

g3377797 

352 

1.0e-33 

85 
82 

(AF075597) Similar to 60S ribosome protein 
by A. thaliana cDNA T04719; coded for by A. 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



LI 9; coded for 
thaliana cDNA 



Seq. No. 
Seq. ID 



300488 

LIB3181-013-P1-K2-H8 



42309 



o 



Method 


BLASTX 


NCBI GI 


a2829899 
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3.0e-18 


Match length 


70 


O J.U.C1 1LX L. y 




NPRT np<5 cri nt" i on 


f ZiPflfl? ^1 1 \ d t m i 1 a t "ho t~ n ooni ti rr— n nHn pdH t"\t*o+* 
\nLUui ollLlXlai. LU X X£J till -Lily 1I1UUL.CU pivj L 




rrn & ,Tfl 01 4 A Q 9 A £ R 0 1 R anH mainr-n af ov or-o-h 0 -i -n 




nr> Y91 961 110749^ r Z\rphn Hone- 1 q fhal i sn^l 


OCv^. LN L> • 




Sea ID 
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Xi 11JJ1U X V X ^ LT X IV Al U 


Method 


BLASTX 
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Method 


BLASTX 


NCBI GI 


a2130065 
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149 
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Method 


BLASTN 


NCBI GI 


g22326 


BLAST score 


78 
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luce. i_ 011 iciiy uii 






on 

O -/ 


lN^Dx UcoLlipLlOIl 
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LilDJlOl \JX L x ITX Lj X X 
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LJ JJfikJ J. Lh 


NCBI GI 


g532622 


BLAST score 


77 


IT 1 tra 1 no 

j-j vai ut; 




riaLLil XcXly LII 


lOJ 


0 _LvJ.t5l.L L-L Ly 


o o 


\Tr , 'R T Pica or>ri t /^t-» 
LNOJjx JJcoL-lipLlOn. 


Zea mays lipase ( LIP ) niRNA, complete cds 


oeq. lno. 




Seq. ID 


LIB3181-014-P1-K2-E4 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


260 


E value 


7.0e-23 



42310 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 
59 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 
300494 

LIB3181-014-P1-K2-F6 

BLASTX 

gl6073 

223 

3.0e-18 

113 
50 

(X59526) zein protein [Acetabularia mediterranea] 
300495 

LIB3181-014-P1-K2-G7 

BLASTX 

gl41600 

333 

4.0e-31 
123 

59 : 
ZEIN-ALPHA PRECURSOR {19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMB1 19K zein precursor (clone cZ19Bl) - 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

300496 

LIB3181-014-P1-K2-H9 

BLASTN 

g531828 

39 

2.0e-12 

131 

82 

Cloning vector pSportl, complete cds 
300497 

LIB3181-014-P1-M1-C9 

BLASTX 

g531829 

140 

5.0e-09 

71 

45 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300498 

LIB3181-014-P1-M1-H1 

BLASTX 

gl41617 

318 

2.0e-29 

115 

58 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 
>gi_100941_pir S12140 zein Zcl - maize 



42311 



>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



300499 

LIB3182-001-P1-M1-E5 

BLASTX 

g82659 

141 

8.0e-09 

57 

53 

19K zein precursor (clone Z4) - maize 
>gi_4388702_emb_CAA24719_ (V01472) zein [Zea mays] 

300500 

LIB3182-001-P1-M1-F12 

BLASTX 

gl41606 

300 

2.0e-27 

90 

68 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19D1) 

>gi_72309__pir ZIZMD1 19K zein precursor (clone CZ19D1) - 

maize >gi_168682 (M12144) 19 kDa zein protein [Zea mays] 

300501 

LIB3182-001-P1-M1-H5 

BLASTX 

gl707924 

537 

4.0e-55 

110 

93 

GLUCOSE-1-PHOSPHATE ADEN YLYLTRANSFE RASE LARGE SUBUNIT 1 
PRECURSOR .(ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AGPASE S) (ALPHA-D-GLUCOSE-1-PHOSPHATE 
ADENYL TRANSFERASE) (SHRUNKEN- 2 ) >gi_1947182 (M81603) 

shrunken-2 [Zea mays] >gi_444329_prf 1906378A ADP glucose 

pyrophosphorylase [Zea mays] 

300502 

LIB3182-002-P1-M1-C11 

BLASTX 

g511870 

206 

2.0e-16 

36 

100 

(M23537) zein protein [Zea mays] 
300503 

LIB3182-002-P1-M1-C4 

BLASTX 

gl41606 

319 



42312 



E value 
Match length 
% identity 
NCBI Description 



1.0e-29 

107 
63 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19D1) 

>gi_72309_pir ZIZMD1 19K zein precursor (clone CZ19D1) - 

maize >gi_168682 (M12144) 19 kDa zein protein [Zea mays] 



55 pa No 


300504 

V V .J u ^ 


Seq. ID 


LIB3182-002-P1-M1-D11 


Mo+" Vi rtH 




NCRT RT 

t 1 * v^-D X \J X 


y jo yo / jo 


RLAST qrorp 

uunu x o ^wx \^ 


144 


E value 


1.0e-18 


Match, lpncrth 


96 


% identity 


56 


NCBI Description 


(D89802) elongation factor IB gamma [Oryza sativa] 


O L£ . ViKJ • 


JUUJUJ 




T TR^1 09—009— Dl —Ml — n"3 
ijlDJlOi UUi rl 1 V JI uj 




OXxrlO 1 LN 




yiooooi 


dJjHoi score 


3 :? 


F! 1 no 
j-j v axue 




Matrh 1 on nth 

Liu Lull ICU^ L>11 


203 


% "i Hprtt i fv 

o ±uciiLxi> y 


82 


NCBI Description 


Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds 




>gi_270686_gb_I03333_ Sequence 8 from Patent US 


osq ■ LNO . 


jUUjUD 


oeq. iu 


T T"R^1 09—009— Dl —Ml — T?1 0 




DT 7\ QTV 
OixH.0 I A 




rr1 1 0A77A 


Diiiioi score 


A AO 


T* 1 T7 - a 1 no 
i-i v a± Lie 


4 . Oe-44 


Match 1 pnn+h 

1. 1U. L><u>il X^l-LU 1*11 


84 


% identitv 


100 


NCBI Description 


(U45856) cytosolic glyceroldehyde-3-phosphate dehy< 




GAPC3 [Zea mays] 


Seq. No. 


300507 


Seq. ID 


LIB3182-002-P1-M1-G3 


Method 


BLASTX 


NCBI GI 


gl41600 


BLAST score 


144 


E value 


3.0e-09 


Match length 


66 


% identity 


58 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 



>gi_72315_pir ZIZMB1 19K zein precursor (clone CZ19B1) • 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



300508 

LIB3182-004-P2-M1-A9 

BLASTX 

g!41607 

257 

3.0e-22 



42313 



II 



Match length 66 
% identity 77 

NCBI Description ZE IN- ALPHA PRECURSOR (19 KD) (CLONE PZ19.1) 

>gi_22521_emb_CAA24718_ (V01471) zein [Zea mays] >gi__168672 
(J01244) zein 19 kd protein (partial) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300509 

LIB3182-004-P2-M1-B4 

BLASTX 

g224508 

348 

8.0e-33 

129 

60 

zein A20 [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300510 

LIB3182-004-P2-M1-E1 

BLASTX 

g2832243 

218 

1.0e-17 

127 
46 

(AF031569) 22-kDa alpha zein 4 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300511 

LIB3182-004-P2-M1-E8 

BLASTX 

gl21631 

242 

2.0e-20 

74 

64 

GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR 

>gi_72323_pir KNNT2S glycine-rich protein 2 - wood tobacco 

>gi_19743_emb_CAA42622_ (X60007) nsGRP-2 [Nicotiana 
sylvestris] 



Seq. No. 


300512 


Seq. ID 


LIB3182-004-P2-M1-F10 


Method 


BLASTX 


NCBI GI 


g224509 


BLAST score 


386 


E value 


3.0e-37 


Match length 


138 


% identity 


64 


NCBI Description 


zein E19 [Zea mays] 


Seq. No. 


300513 


Seq. ID 


LIB3182-005-P2-M1-B8 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


323 


E value 


4.0e-30 


Match length 


94 


% identity 


69 



42314 



NCBI Description zein protein - maize >gi_168705 (M72708) zein protein [Zea 
mays] 



Seq. No. 


300514 


Seq. ID 


LIB3182-005-P2-M1-C3 


rie LllOCi 






rrl £fi £7 "3 
y 1 DO D / O 


rsii/ioi score 




E value 


o . ue o / 


jxiarcn xengtn 




% identity 


0 4 


iNoDi Uc&oripcxoii 






300515 


Seq. ID 


LIB3182-005-P2-M1-D11 


Method 


BLASTN 


NCBI GI 


g4140643 


BLAST score 


94 


E value 


2.0e-45 


Match length 


274 


% identity 


43 


NCBI Description 


Zea mays cosmid II.2E10 



complete sequence 



Seq. No. 


300516 


Seq. ID 


LIB3182-005-P2-M1-E11 


Method 


BLASTX 


NCBI GI 


g3885334 


BLAST score 


354 


E value 


1.0e-40 


Match length 


108 


% identity 


82 


NCBI Description 


(AC005623) putative argonaute protein 




thaliana] 


Seq. No. 


300517 


Seq. ID 


LIB3182-005-P2-M1-H12 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


60 


E value 


3.0e-25 


Match length 


144 


% identity 


44 


NCBI Description 


Zea mays 22-kDa alpha zein gene clust 


Seq. No. 


300518 


Seq. ID 


LIB3182-006-P2-M1-B6 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


223 


E value 


2.0e-18 


Match length 


92 


% identity 


55 


NCBI Description 


(X55722) 22kD zein [Zea mays] 


Seq. No. 


300519 


Seq. ID 


LIB3182-008-P2-M1-B10 



complete sequence 



42315 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl212995 

35 

3.0e-10 

71 

87 

H.vulgare mRNA for UDP-glucose pyrophosphorylase 



300520 

LIB3182-008-P2-M1-B2 

BLASTN 

g22544 

82 

3.0e-38 

167 

94 

Maize mRNA (clone A30) 



for zein (a plant storage protein) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300521 

LIB3182-008-P2-M1- 

BLASTX 

gl41612 



■E5 



BLAST score 


146 


E value 


2 . Oe-09 


Match length 


36 


% identity 


83 


NCBI Description 


ZEIN-ALPHA PRECURSOR 




>gi_7 230 6_pi r Z I ZMC 2 




maize (fragment) >gi_: 




[Zea mays] 


Seq. No. 


300522 


Seq. ID 


LIB3182-008-P2-M1-H3 


Method 


BLASTN 


NCBI GI 


g22544 


BLAST score 


113 


E value 


1.0e-56 


Match length 


217 


% identity 


89 


NCBI Description 


Maize mRNA (clone A30 


Seq. No. 


300523 


Seq. ID 


LIB3182-009-P2-M1-A1 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


202 


E value 


4.0e-16 


Match length 


73 


% identity 


62 


NCBI Description 


ZEIN-ALPHA PRECURSOR 




>gi 72312_pir ZIZM92 




maize >gi 168680 (M12 


Seq. No. 


300524 


Seq. ID 


LIB3182-009-P2-M1-A10 


Method 


BLASTN 


NCBI GI 


gl314396 



(22 KD) (CLONE 22C2) 
22K zein precursor (clone cZ22C2) - 
168688 (M12141) 22 kDa zein protein 



(19 KD) (CLONE 19C2) 
19K zein precursor (clone cZ19C2) • 
145) 19 kDa zein protein [Zea mays] 



42316 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160 

7.0e-85 

221 

92 

Zea mays ssp. 



mays USDA PI 515436 ITS1, 5.8S rRNA, ITS2 



300525 

LIB3182-009-P2-M1-A12 

BLASTX 

gl41605 

303 

6.0e-37 

120 

70 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) 

maize >gi_168680 (M12145) 19 kDa zein protein [Zea mays] 



beq. jnio. 




Seq. ID 




Method 


RT &c:TY 

DljfiD i A 


NCBI GI 


gj.4 1 OU D 


BLAST score 


Oil 


E value 


7 flo — 1 7 


Match lengtn 


f o 


% identity 


62 


NCBI Description 


ZEIN-ALPHA PREC 








maize ->gi ioode 


Seq. No. 




Seq. ID 


J_il DO 1 o z — u u y — rZ - 


Method 


DT TV c <nv 




rrl 97 


BLAST score 


229 


E value 


4.0e-19 


Match length 


101 


% identity 


49 


NCBI Description 


(X92204) NAM [; 


Seq. No. 


300528 


Seq. ID 


LIB3182-009-P2- 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


236 


E value 


8.0e-20 


Match length 


92 


% identity 


59 


NCBI Description 


(AF031569) 22- 


Seq. No. 


300529 


Seq. ID 


LIB3182-009-P2 


Method 


BLASTX 


NCBI GI 


gl68695 


BLAST score 


157 


E value 


4.0e-ll 


Match length 


48 



(19 KD) (CLONE 19D1) 



10 [Zea mays] 



42317 



% identity 

NCBI Description 



71 

(M16218) gamma zein [Zea mays] >gi_225315jprf 1211356A 

zein gamma [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300530 

LIB3182-009-P2-M1-E2 

BLASTX 

gl084457 

168 

5.0e-12 

62 
55 

elongation factor 1-beta - 
(D23674) elongation factor 



Rice >gi_432368_dbj_BAA04 903_ 
1 beta [Oryza sativa] 



Seq. No. 


300531 


Seq. ID 


LIB3182-009-P2-M1-E9 


Method 


BLASTX 


NCBI GI 


g508545 


BLAST score 


213 


E value 


3.0e-17 


Match length 


71 


% identity 


63 


NCBI Description 


(L34340) zein [Zea mays] 


Seq. No. 


300532 


Seq. ID 


LIB3182-009-P2-M1-F11 


Method 


BLASTX 


NCBI GI 


gl41600 


BLAST score 


354 


E value 


2.0e-38 


Match length 


111 


% identity 


80 


NCBI Description 


ZEIN-ALPHA PRECURSOR (19 



>gi 

maize 



) (CLONE 19B1) 

72315_pir ZIZMB1 19K zein precursor (clone cZ19Bl) ■ 

>gi_168674 (M12143) 19 kDa zein protein [Zea mays] 



Seq. No. 


300533 


Seq. ID 


LIB3182-009-P2-M1-G1 


Method 


BLASTX 


NCBI GI 


gl41610 


BLAST score 


177 


E value 


6.0e-13 


Match length 


84 


% identity 


51 


NCBI Description 


ZEIN-ALPHA PRECURSOR (CLONE 


Seq. No. 


300534 


Seq. ID 


LIB3182-009-P2-M1-H11 


Method 


BLASTN 


NCBI GI 


gl68700 


BLAST score 


38 


E value 


3.0e-12 


Match length 


77 


% identity 


87 


NCBI Description 


Z.mays zein mRNA, complete 



42318 





300535 

w» \J \J v-/ %J 


Sea. ID 


LIB3182-009-P2-M1-H6 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


142 


F. v^Iiip 

1—1 V CA -U UL\^ 


2.0e-ll 


Mstch 1 en nth 


78 




59 


NCBI Description 


(X55722) 22kD zein [Zea mays] 




300536 


Seq. ID 


LIB3182-010-P2-M1-E2 




BLASTX 


NCBI GI 


g4336434 


BLAST score 


311 


E value 


1.0e-28 


Match 1 encrth 


114 


%. \ (if^nt 1 t v 


53 


"WCRT npsfrinf i on 


(AF092431) nodule-enhanced protein 




[Lotus japonicus] 


O ~ • L^U ■ 


300537 


Seq. ID 


LIB3182-010-P2-M1-E6 


Method 


BLASTX 


NCBI GI 


g82654 


BLAST score 


221 


E value 


2.0e-20 


Match length 


83 



% identity 

NCBI Description 



65 

10K zein precursor 
lOkDa zein (AA 1 - 



- maize >gi_22541_emb_CAA30409_ (X07535) 
150) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300538 

LIB3182-010-P2-M1-F2 

BLASTX 

g82660 

183 

2.0e-22 

83 

75 

19K zein precursor (clone ZG31A) - maize (fragment) 
>gi_809117_emb_CAA24720_ (V01473) zein [Zea mays] 

300539 

LIB3182-010-P2-M1-H1 

BLASTN 

g22219 

111 

9.0e-56 

178 

92 

Z.mays ZSF4C2 gene for 22 kD zein 
300540 

LIB3182-012-P2-M1-B4 

BLASTN 

gl68484 



42319 




BLAST score 


316 


E value 


1.0e-178 


Match length 


360 


% identity 


97 


NCBI Description 


Maize endosperm 




glutelin-2 gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300541 

LIB3182-012-P2-M1-B5 

BLASTN 

g22531 

68 

2.0e-30 

120 
89 

Zea mays mRNA encoding a zein (clone pZ22.1) 
>gi_270688_gb_I03336_ Sequence 10 from Patent US 
>gi 270741_gb_I03273_ Sequence 2 from Patent US 



4885357 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300542 

LIB3182-012-P2-M1-B6 

BLASTN 

gl68652 

100 

5.0e-49 

108 

98 

Maize amyloplast-specif ic transit protein (waxy; wx+ 
locus), complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300543 

LIB3182-012-P2-M1-B9 

BLASTX 

g22216 

247 

1.0e-32 

111 

70 

(X55722) 22kD zein [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300544 

LIB3182-012-P2-M1-D12 

BLASTX 

gl6073 

364 

9.0e-35 

116 

69 

(X59526) zein protein [Acetabularia mediterranea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300545 

LIB3182-012-P2-M1-F1 

BLASTN 

g22528 

50 

4.0e-19 

82 

90 



42320 



II 



NCBI Description 


Zea mays mRNA encoding a zein (clone A20) 


Seq. No. 


300546 


Seq. ID 


LIB3182-012-P2-M1-H3 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


386 




2.0e-37 


Match length 


121 


% i dent it v 


70 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


300547 


Seq. ID 


LIB3182-013-P2-M1-E6 


Method 


BLASTX 


NCBI GI 


g629861 


BLAST score 


173 


E value 


1.0e-12 


Match length 


76 


% i dpnt it v 


54 


NCBT Description 


zein Zdl, 19K - maize >gi 535020 emb CAA4' 




zein Zdl (19 kDa zein) [Zea mays] 


Sea. No. 


300548 


Seq. ID 


LIB3182-014-P2-M1-A2 


Method 


BLASTX 


NCBI GI 


g22216 


BLAST score 


176 


E value 


2.0e-27 


Match lencfth 


92 


% "i dpnt i t v 


74 


NCBI Description 


(X55722) 22kD zein [Zea mays] 


<J VJ • L\ \S • 


300549 


Seq. ID 


LIB3182-014-P2-M1-A5 


Method 


BLASTN 


NCBI GI 


gl6072 


BLAST score 


107 


E value 


2. Oe-53 


Match length 


220 


% identitv 


87 


NCBI Description 


Acetabularia mediterranea zein gene 


Sea No 


300550 


Seq. ID 


LIB3182-014-P2-M1-A6 


Met hod 

Liu Lllwu 


BLASTX 


NCBI GI 


gl41597 


BLAST score 


241 


E value 


2.0e-20 


Match length 


126 


% identity 


46 


NCBI Description 


ZEIN-ALPHA PRECURSOR {19 KD) (CLONE A30) 




>gi 72314 pir ZIZM3 19K zein precursor ( 




>gi_22545_emb_CAA24728_ (V01481) reading 




[Zea mays] 


Seq. No. 


300551 



[2] 



42321 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3182-014-P2-M1-C1 

BLASTX 

gl21472 

280 

6.0e-25 

105 

51 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL- SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin,2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 


300552 


beq. lu 


T TR^1 Q.9-D1 4-P9-M1 — P4 


Method 


dt ncqiy 
JDJjriO 1 A 




rrO ft ^99 


oIjAo J. score 


^74 


E value 


o . ue JO 


Match length 


i on 
izu 


^ luennty 


DO 


NL-oi Description 


f&Trn^l 99— kDa alr)ha zein 10 TZea mavsl 


Seq. No. 




beq. id 


iilDOlO^ U ± r± iTi. I'll Lili. 


Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


no 


E value 


o . ue~ou 


Match lengtn 


1 1 Q 


% identity 


i nn 


NCBI Description 


Ziea mays zein prouexxi yciic/ ^unipjLtii-e lud 




«J *J VJ w» *J *± 


Seq. ID 


LIB3182-014-P2-M1-G3 


Method 


BLASTX 


NCBI GI 


gl41612 


BLAST score 


411 


E value 


3.0e-40 


Match length 


136 


% identity 


67 


NCBI Description 


ZEIN-ALPHA PRECURSOR (22 KD) (CLONE 22C2) 


>gi 72306 pir ZIZMC2 22K zein precursor (clone 




maize (fragment) >gi_168688 (M12141) 22 kDa zei: 




[Zea mays] 


Seq. No. 


300555 


Seq. ID 


LIB3182-014-P2-M1-H7 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


272 


E value 


2.0e-24 


Match length 


71 



% identity 

NCBI Description 



78 

(X59526) zein protein [Acetabularia mediterranea] 



42322 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300556 

LIB3182-015-P2-M1-A7 

BLASTN 

g22514 

320 

1.0e-180 

339 

99 

Maize Zcl gene for Zein Zcl 



(14 kD zein-2) 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300557 

LIB3182-015-P2-M1-C10 

BLASTN 

g2832242 

49 

6.0e-19 

73 

10 

Zea mays 22-kDa alpha zein gene cluster, 



complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300558 

LIB3182-015-P2-M1-C12 

BLASTX 

gl68701 

196 

2.0e-15 

81 
60 

(M60837) zein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300559 

LIB3182-015-P2-M1-C3 

BLASTN 

g340933 

84 

5.0e-40 

112 
95 

Zea mays 10-kDa zein gene, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300560 

LIB3182-015-P2-M1-H5 

BLASTN 

gl68694 

164 

2.0e-87 

196 

96 

Maize gamma zein mRNA, partial cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



300561 

LIB3182-016-P2-M1-A2 

BLASTX 

g629861 

189 

8.0e-24 
84 



42323 



% identity 

NCBI Description 



77 

zein Zdl, 19K - maize >gi_535020_emb_CAA47 639_ 
zein Zdl (19 kDa zein) [Zea mays] 



(X67203) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. 
Seq. 



No. 

ID 



Method 



300562 

LIB3182-016-P2-M1-B6 

BLASTX 

gl41617 

260 

2.0e-22 

130 

46 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945_pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595_ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 

300563 

LIB3182-016-P2-M1-B8 
BLASTX 





gl4 lolo 


BLAST score 


140 


E value - 


9.0e-09 


Match length 


63 


% identity 


52 


NCBI Description 


ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22 . 1 AND 22A1) 




>gi 72305 pir ZIZM21 22K zein precursor (clone pZ22 . 




maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays 


beq. No. 


*2 f\ f\ C C A 


Seq. ID 


LIB3182-016-P2-M1-C5 


Method 


BLASTX 


NCBI GI 


g2832243 


BLAST score 


171 


E value 


3.0e-12 


Match length 


94 


% identity 


45 


NCBI Description 


(AF031569) 22-kDa alpha zein 4 [Zea mays] 


Seq. No. 


300565 


Seq. ID 


LIB3182-016-P2-M1-C8 


Method 


BLASTX 


NCBI GI 


gl6073 


BLAST score 


408 


E value 


6.0e-40 


Match length 


124 


% identity 


69 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


300566 


Seq. ID 


LIB3182-016-P2-M1-D6 


Method 


BLASTX 


NCBI GI 


gl41615 


BLAST score 


218 


E value 


7.0e-18 


Match length 


70 



42324 



II 



% identity 

NCBI Description 



67 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONE PZ22.3) 
>gi_22536_emb_CAA24727_ (V01480) zein protein 3 [Zea mays] 



Seq. No. 


300567 


beq. ID 


LlDjlOi UIO Jta- rl-L Uf 


ft^T^N *4™ /*4 

LYiennoQ. 


DT Z1QTY 


VTOtaT CT 
JNUbl bl 




DT 71QT o^ovo 


161 


E value 


1 f|ea-1 P 
1 , Uc X O 


TUT ^ J /"\ t"i Of +- ]r\ 

ixiaLcn lengLn 




o J_ Lit: il i — L y 


81 




fT. ^4*^40^ y^in TZea mavsl 

^ j_i jut y ^ tiCJ-ii [ tic t*i inti jr u j 


Seq. No. 


300568 


oeq. iu 


T.TFm 89-01 fi-P?-Ml -D8 




£jj_LflO X L\ 


NObl (al 


rr99447 






E value 




Match length 


1 D J 


% identity 


o y 


nldi Description 


7 fla m3 TTc 7MPM (: ?9 rrpnp fnr 1 Q VD^ 7Pi n riTotein 


Seq. No. 


300569 


Seq. ID 


LIdOV / y UU j"rl J\l — DlU 


Method 




Tv.-r/-i fi -r /~iT 

NCBI GI 


g4 /obUz 


rsijAbi score 


1 m 
101 


E value 


z . ue — / y 


Match length 


Z I 0 


t ^1 4~ n *l~ t r 

^ luentiLy 


O 0 


NCBI Description 


zea mays w nistone nzi-i iui\LNi^./ compieLe lu& 


Seq. No. 


300570 


Seq. ID 


LIB3279-003-P1-K1-B5 


Metnoa 


JrSliiib 1 A 




g^t 00 yjj" 


BLAST score 




TP TT 3 1 nfl 


1 • Uc O 4 


Match length 


y 0 


% identity 




NCBI Description 


^2ir*nn7nP7^ nn-l-af -1 Trci nTP-HpnpnHpnt* RNA hpl "i f ass 




tnanana j 


Seq. No. 


300571 


Seq. ID 


LIB3279-003-P1-K1-B6 


L 1C L11UU 


RT.A^TX 


NCBI GI 


g3047086 


BLAST score 


193 


E value 


1.0e-14 


Match length 


122 


% identity 


33 


NCBI Description 


(AF058914) similar to reverse transcriptase (P 


transcript__fact .hmm, score: 72.31) [Arabidopsi; 


Seq. No. 


300572 



42325 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3279-003-P1-K1-C12 

BLASTX 

g585338 

260 

1.0e-22 

80 

64 

ADENYLATE KINASE B (ATP-AMP TRANS PHOSPHORYLASE) 
>gi_391879_dbj_BAA01181_ (D10335) adenylate kinase-b [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300573 

LIB327 9-003-P1-K1-C4 

BLASTX 

g3868758 

254 

3.0e-33 

128 

58 

(D89802) elongation factor IB gamma [Oryza sativa] 
300574 

LIB3279-003-P1-K1-G8 

BLASTX 

g3004564 

501 

6.0e-51 

111 

80 

(AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 

300575 

LIB327 9-004-P1-K1-C8 

BLASTX 

g2500497 

326 

2.0e-30 

80 

82 

40S RIBOSOMAL PROTEIN S21 >gi_1419372_emb_CAA67225_ 
(X98656) ribosomal protein S21 [Zea mays] 

300576 

LIB3279-004-P1-K1-C9 

BLASTX 

gll70029 

498 

2.0e-50 

105 

90 

GLUTAMATE- 1 - SEMIALDEHYDE 2, 1-AMINOMUTASE PRECURSOR (GSA) 
{ GLUTAMATE-1- SEMI ALDEHYDE AMINOTRANSFERASE) (GSA- AT) 

>gi_100581_pir A35789 glutamate-l-semialdehyde 

2, 1-aminomutase (EC 5.4.3.8) - barley >gi_506383 (M31545) 
glutamate 1-semialdehyde aminotransferase [Hordeum vulgare] 



42326 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300577 

LIB327 9-004-P1-K1-D8 

BLASTX 

g3080420 

168 

7.0e-12 

113 
40 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300578 

LIB3279-004-P1-K1-F2 

BLASTX 

gl35398 

372 

4.0e-36 

85 
84 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir_ 
chain - maize >gi_22147_emb_CAA33734_ 
alphal-tubulin [Zea mays] 



S15773 tubulin alpha-1 
(X15704) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300579 

LIB3279-004-P1-K1-G8 

BLASTN 

g4585620 

41 

7.0e-14 

117 

85 

Zea mays hmgi/y gene, exons 1-2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300580 

LIB3279-004-P1-K1-G9 

BLASTN 

g984755 

46 

8.0e-17 

118 

85 

O.sativa mRNA for chilling-inducible protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300581 

LIB327 9-004-P1-K1-H7 

BLASTX 

g399854 

212 

5.0e-17 

90 

58 

HISTONE H2B.2 >gi_283042_pir S28049 histone H2B - maize 

>gi_22325_emb_CAA40565_ (X57313) H2B histone [Zea mays] 



Seq. No. 
Seq. ID 
Method 



300582 

LIB3279-005-P1-K1-A7 
BLASTX 



42327 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



g3551245 
348 

5.0e-33 

76 

86 

(AB012702) P40-like protein [Daucus carota] 
300583 

LIB3279-005-P1-K1-B7 

BLASTX 

g729671 

150 

9.0e-10 

95 

41 

HISTONE H2A >gi_473603 (U08225) histone H2A [Zea mays] 
300584 

LIB3279-005-P1-K1-D2 

BLASTX 

g2245125 

159 

8.0e-ll 

52 

58 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
300585 

LIB3279-005-P1-K1-D5 

BLASTX 

g417103 

442 

4.0e-44 

92 

97 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404 825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_einb_CAA58445__ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69__gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi__44 90754_emb_CAB38 916 . 1__ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

300586 

LIB3279-005-P1-K1-D6 



42328 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4006877 

230 

5.0e-19 

77 

61 

(Z99707) RNA-binding like protein [Arabidopsis thaliana] 
300587 

LIB3279-005-P1-K1-F6 

BLASTX 

gl35399 

415 

1.0e-40 

139 

61 

TUBULIN ALPHA- 1 CHAIN >gi_100716_j>ir S20758 tubulin 

alpha-1 chain - rice >gi_2037 9_emb_CAA77 988__ (Z11931) alpha 
1 tubulin [Oryza sativa] >gi_1136124_emb_CAA62918_ (X91808) 
alfa-tubulin [Oryza sativa] 



Seq. No. 


300588 


Seq. ID 


LIB3279-005-P1- 


Method 


BLASTX 


NCBI GI 


g3885884 


BLAST score 


148 


E value 


1.0e-09 


Match length 


62 


% identity 


50 


NCBI Description 


(AF093630) 60S 


Seq. No. 


300589 


Seq. ID 


LIB3279-005-P1 


Method 


BLASTX 


NCBI GI 


g729762 


BLAST score 


141 


E value 


7.0e-12 


Match length 


57 


% identity 


68 


NCBI Description 


17.0 KD CLASS 



■K1-G9 



ribosomal protein L21 [Oryza sativa] 



P1-K1-H9 



II HEAT SHOCK PROTEIN (HSP 18) 

>gi_477225_pir A48425 heat shock protein HSP18 - maize 

>gi_300079_bbs__130952 (S59777) HSP18=18 kda heat shock 
protein [Zea mays, 0*143, clone cMHSP18-l, Peptide, 154 aa] 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



300590 

LIB3279-006-P1-K1-D12 

BLASTX 

g2245038 

254 

7.0e-22 

130 
44 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
300591 

LIB3279-006-P1-K1-D4 



42329 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g498707 

329 

1.0e-30 

133 
52 

(X78422) 



HYP1 [Arabidopsis thaliana] 



300592 

LIB3279-006-P1-K1-D6 

BLASTN 

g3341647 

45 

3.0e-16 

109 

94 

Zea mays Ama gene encoding single-subunit RNA polymerase 
300593 

LIB3279-006-P1-K1-E6 

BLASTX 

g3063455 

276 

2.0e-24 

71 

68 

(AC003981) F22013.17 [Arabidopsis thaliana] 
300594 

LIB3279-006-P1-K1-F10 

BLASTX 

gl363492 

292 

2.0e-26 

116 

54 

outer envelope membrane protein OEP75 precursor - garden 
pea >gi_576507 (L36858) outer membrane protein [Pisum 
sativum] >gi_633607_emb_CAA58720_ (X83767) chloroplastic 
outer envelope membrane protein (0EP75) [Pisum sativum] 

300595 

LIB327 9-007-P1-K1-A9 

BLASTX 

g2654088 

207 

2.0e-16 

123 

35 

(AF033118) potassium transporter [Arabidopsis thaliana] 
>gi_2688979 (AF029876) high-affinity potassium transporter 
AtKUPlp [Arabidopsis thaliana] >gi_3150413 (AC004165) 
high-affinity potassium transporter (AtKUPl) [Arabidopsis 
thaliana] >gi_3420045 (AC004680) high-affinity potassium 
transporter (AtKUPl) [Arabidopsis thaliana] 



Seq. No. 



300596 



42330 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3279-007-P1-K1-C1 

BLASTN 

g312180 

40 

3.0e-13 

100 

85 

Z.mays GapC4 gene 

300597 . |: 
-LIB327 9-007-P1-K1-E4 
BLASTX 
g2673906 
526 

9.0e-54 

139 

76 

(AC002561) putative DNA polymerase delta small subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



300598 

LIB3279-007-P1-K1-H7 

BLASTX 

g4559333 

154 

3.0e-10 

120 

28 

(AC007087) unknown protein [Arabidopsis thaliana] 
300599 

LIB3279-008-P1-K1-A1 

BLASTX 

g4580515 

218 

3.0e-18 

62 

60 

(AF036301) scarecrow-like 3 [Arabidopsis thaliana] 
300600 

LIB3279-008-P1-K1-F11 

BLASTN 

g473602 

51 

7.0e-20 

107 

87 

Zea mays W-22 histone H2A mRNA, complete cds 
300601 

LIB3279-008-P1-K1-F5 

BLASTX 

g2262111 

248 

3.0e-21 
82 



42331 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

(AC002343) ribitol dehydrogenase isolog [Arabidopsis 
thaliana] 

300602 

LIB3279-008-P1-K1-F8 

BLASTX 

g2262143 

301 

2.0e-27 

93 

61 

(AC002330) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

300603 

LIB3279-008-P1-K1-G11 

BLASTX 

g2443857 

147 

3.0e-09 

40 

72 

{U79961) vacuolar sorting receptor homolog [Zea mays] 
300604 

LIB3279-008-P1-K1-H6 

BLASTX 

g3914020 

262 

8.0e-23 

137 

42 

(R) -MANDELONITRILE LYASE ISOFORM 1 PRECURSOR 
(HYDROXYNITRILE LYASE 1) ( (R) -OXYNITRILASE 1) 
>gi_1561641_emb_CAA69388_ (Y08211) mandelonitrile lyase 
[Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300605 

LIB3279-009-P1-K1-A4 

BLASTX 

g2660669 

164 

2.0e-ll 

51 
57 

(AC002342) human Mi-2 autoantigen-like protein [Arabidopsis 
thaliana] 

300606 

LIB3279-009-P1-K1-C4 

BLASTX 

gl703201 

235 

9.0e-20 

67 

66 



42332 



NCBI Description PROTEIN KINASE AFC 3 >gi_601791 (U16178) protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Met hod 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300607 

LIB3279-009-P1-K1-E4 

BLASTX 

gl806283 

161 

2.0e-ll 

48 

73 

(Z79637) Histone H4 homologue 



[Sesbania rostrata] 



300608 

LIB3279-009-P1-K1-E6 

BLASTX 

g553073 

233 

9.0e-20 

78 
60 

(M94481) reverse transcriptase [Zea mays] 
300609 

LIB3279-009-P1-K1-F1 

BLASTX 

g3176726 

294 

6.0e-27 

82 
70 

(AC002392) 
thaliana] 



putative serine proteinase [Arabidopsis 



300610 

LIB3279-009-P1-K1-F7 

BLASTX 

gl076678 

319 

6.0e-30 

68 

94 

ubiquitin / ribosomal protein S27a 



potato (fragment) 



Seq. No. 
Seq. ID 
Method 



300611 

LIB3279-009-P1-K1-G4 

BLASTX 

g4512696 

195 

4.0e-15 

64 

55 

(AC006569) hypothetical protein [Arabidopsis thaliana] 
300612 

LIB3279-009-P1-K1-G8 
BLASTX 



42333 





NCBI bl 


gzo juji 






BLAST score 


160 






E value 


3.0e-ll 






Jxiaucn xeiiCjCn 


^7 

sj f 






% identity 


£1 
01 


2.7.7,49) - 




NCBI Description 


T5TJ21 — Hi ropf or! PiKFA nril ^PTfl^f 1 ( EC 






f r^n Qnn^nn f "Fracrment } 






Seq. No. 


jUUuXj 






oeq. ijj 


T,TR^?79-009-Pl-Kl-H9 






Method 








NCBI GI 


g2828279 






BLAST score 


170 






E value 


O • It. 






Match length 








% identity 




[Arabidops. 




JNUoi Description 


fAT.n91fifi7^ hvnothetical orotein 




Seq. No. 








Seq. id 


T TR^97Q-fl1 D-P1 -K1 -P4 

±jXjD.3Z. / -7 U J. U IT J. r\.-L 




™; 


Method 


"DT 7\ O H" 1 V 




zz 


NCBI GI 


g2213594 




yj 


BLAST score 


240 






E value 


9 rid— 9 n 
z . ue zu 






Match lengtn 


1 Pi "3 

1UO 






% identity 




thaliana] 




nljdI Description 


(Arnnn^PM T7N9 14 rArabidoosis 


y - : 


Seq. No. 


jUUDIj 






Seq. ID 


T TR^97Q-H1 D-P1 -Kl -F.I 9 






Method 








NCBI GI 


gl711036 






BLAST score 


205 






E value 


3.0e-16 






Match length 


63 






% identity 


71 






NCBI Description 


(U78952) hydroxyproline rich glycoprotein 






sativum] 





- maize 



thaliana] 



Seq. No. 


300616 


Seq. ID 


LIB3279-011- 


Method 


BLASTX 


NCBI GI 


g4589961 


BLAST score 


321 


E value 


1.0e-29 


Match length 


150 


% identity 


47 


NCBI Description 


(AC007169) ■ 


Seq. No. 


300617 


Seq. ID 


LIB3279-011 


Method 


BLASTX 


NCBI GI 


g4314388 


BLAST score 


531 


E value 


2.0e-54 


Match length 


126 


% identity 


77 



42334 



NCBI Description (AC006232) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300618 

LIB3279-011-P1-K1-A5 

BLASTX 

g3451071 

273 

2.0e-24 
87 
67 

(AL031326) 
thaliana] 



beta adaptin - like protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



300619 

LIB3279-011-P1-K1-B8 

BLASTX 

g2982266 

381 

9.0e-37 

83 

90 ■ * i 

(AF051216) probable fibrillarin [Prcea manana] 

300620 

LIB3279-011-P1-K1-D1 

BLASTN 

g577824 

49 

1.0e-18 

104 

87 

Z.mays gene for H2B histone (gH2B3) 



300621 

LIB3279-011-P1-K1-D3 

BLASTN 

g886400 

40 

2.0e-13 

52 

94 

Oryza sativa MADS-box protein 



(MADS2) mRNA, complete cds 



300622 

LIB3279-011-P1-K1-F11 

BLASTX 

g4455300 

179 

3.0e-13 

69 

49 

(AL035528) putative pectate lyase All 
[Arabidopsis thaliana] 

300623 

LIB3279-011-P1-K1-G6 
BLASTX 



(fragment) 
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NCBI GI 
."'BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2498077 
296 

5.0e-27 

81 

75 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 
(PP18) >gi_1777930 (U55019) nucleoside diphosphate kinase 
[Saccharum officinarum] 

300624 

LIB3279-011-P1-K1-H2 

BLASTX 

g3913804 

236 

7.0e-20 

60 

82 

HISTONE H2B.3 >gi_577825_emb_CAA4 9584_ (X69960) H2B histone 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300625 

LIB3279-011-P1-K1-H6 

BLASTX 

gl21974 

343 

2.0e-32 

71 

97 

HISTONE H2A.2.1 >gi_70710_pir_ 



HSWT2A histone H2A.2 - wheat 



300626 

LIB3279-011-P1-K1-H7 

BLASTX 

gl703380 

442 

6.0e-44 

100 

87 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj_BAA04 607_ {D17760) 
ADP-ribosylation factor [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300627 

LIB3279-012-P1-K1-A10 

BLASTX 

g3461835 

262 

7.0e-23 

83 

61 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_392784 0 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300628 

LIB3279-012-P1-K1-C10 

BLASTX 

gl550814 



42336 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203 

5.0e-16 

51 

84 

(Y07959) 60S acidic ribosomal protein P0 [Zea mays] 



300629 

LIB3279-012-P1-K1-E10 

BLASTX 

gl31772 

375 

4.0e-36 

94 

82 

4 OS RIBOSOMAL PROTEIN S14 (CLONE MCH1) 

>gi_82723_pir A30097 ribosomal protein S14 

maize 



(clone MCH1) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



300630 

LIB3279-012-P1-K1-E11 

BLASTX 

gll73027 

167 

4.0e-12 

52 
60 

60S RIBOSOMAL PROTEIN L31 >gi_915313 
protein L31 [Nicotiana glutinosa] 



(U23784) ribosomal 



300631 

LIB3279-012-P1-K1-EI0 

BLASTX 

g399854 

144 

3.0e-09 

57 

58 

HISTONE H2B.2 >gi_283042_pir S28049 histone H2B - maize 

>gi_22325_emb_CAA40565_ (X57313) H2B histone [Zea mays] 

300632 

LIB3279-012-P1-K1-F4 

BLASTN 

g22324 

111 

1.0e-55 

207 
88 

Z.mays mRNA for H2B histone (clone CH2B221) 



300633 

LIB3279-012-P1-K1- 

BLASTX 

g4585908 

181 

2.0e-13 

92 



F7 
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% identity 37 

NCBI Description (AC006298) putative lysosomal acid lipase [Arabidopsis 
thaliana] 

Seq. No. 300634 

Seq. ID LIB3279-012-P1-K1-G2 

Method BLASTN 

NCBI GI g459267 

BLAST score 131 

E value 1.0e-67 

Match length 155 

% identity 97 

NCBI Description Z.mays gene for HMG protein 

Seq. No. 300635 

Seq. ID LIB3279-012-P1-K1-G6 

Method BLASTN 

NCBI GI g3452287 

BLAST score 58 

E value 7.0e-24 

Match length 148 

% identity 91 

NCBI Description Zea mays retrotransposon Fourf 3 f LTR, partial sequence 

Seq. No. 300636 

Seq. ID LIB3279-013-P1-K1-C10 

Method BLASTX 

NCBI GI gl723958 

BLAST score 325 

E value 3.0e-30 

Match length 135 

% identity 51 

NCBI Description PUTATIVE KINES IN-LIKE PROTEIN YGL216W 

>gi_2131622_pir S64238 hypothetical protein YGL216w - 

yeast (Saccharomyces cerevisiae) >gi_1322862_emb_CAA96933__ 
(Z72739) ORF YGL216w [Saccharomyces cerevisiae] 

Seq. No. 300637 

Seq. ID LIB3279-013-P1-K1-C11 

Method BLASTX 

NCBI GI g2832625 

BLAST score 205 

E value 4.0e-16 

Match length 79 

% identity 54 

NCBI Description (AL021711) putative protein [Arabidopsis thaliana] 

Seq. No. 300638 

Seq. ID LIB3279-013-P1-K1-D10 

Method BLASTX 

NCBI GI g728882 

BLAST score 258 

E value 2.0e-23 

Match length 114 

% identity 61 

NCBI Description ADP-RIBOSYLATION FACTOR 3 >gi_54184 6_pir S41938 

ADP-ribosylation factor 3 - Arabidopsis thaliana 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4 5319 l_emb_CAA5 4 5 6 4_ 
[Arabidopsis thaliana] 



(X77385) ADP-ribosylation factor 3 



300639 

LIB3279-013-P1-K1-H3 

BLASTX 

gl22022 

338 

1.0e-31 

93 
76 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300640 

LIB3279-014-P1-K1-A9 

BLASTX 

g3608485 

292 

1.0e-42 

101 

88 

(AF088915) proteasome beta subunit [Petunia x hybrida] 
300641 

LIB3279-014-P1-K1-C9 

BLASTX 

g3023713 

178 

3.0e-13 

58 
66 

ENOLASE ( 2 - PHOS PHOGL YCERATE DEHYDRATASE) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) (OSE1) >gi_780372 
(U09450) enolase [Oryza sativa] 

300642 

LIB3279-014-P1-K1-D12 

BLASTX 

gl33867 

198 

1.0e-15 

70 
63 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_2247 0_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300643 

LIB3279-014-P1-K1-D8 

BLASTN 

gl68492 

149 

3.0e-78 

221 

92 
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NCBI Description Corn histone H3 (H3C3) gene, complete cds 



Seq. No. 

Seq. ID * 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300644 

LIB3279-014-P1-K1-E9 

BLASTX 

gl519253 

262 

7.0e-23 

85 

64 

(U65958) GF14-d protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300645 

LIB327 9-015-P1-K1-C4 

BLASTX 

g2865394 

365 

7.0e-35 

133 

49 

(AF036949) basic leucine zipper protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300646 

LIB327 9-015-P1-K1-C6 

BLASTX 

g2129635 

440 

1.0e-43 

145 

58 

light repressible receptor protein kinase - Arabidopsis 
thaliana >gi_1321686_emb__CAA66376_ (X97774) light 
repressible receptor protein kinase [Arabidopsis thaliana] 



Seq. No. 


300647 


Seq. ID 


LIB3279-015-P1-K1-E5 


Method 


BLASTN 


NCBI GI 


g22483 


BLAST score 


58 


E value 


6.0e-24 


Match length 


146 


% identity 


86 


NCBI Description 


Z.mays RNA for superoxide dismutase 


Seq. No. 


300648 


Seq. ID 


LIB3279-016-P1-K1-A3 


Method 


BLASTN 


NCBI GI 


g22121 


BLAST score 


214 


E value 


1.0e-117 


Match length 


218 


% identity 


100 


NCBI Description 


Maize alcohol dehydrogenase 1 gene 


Seq. No. 


300649 


Seq. ID 


LIB3279-016-P1-K1-C4 


Method 


BLASTN 



Sod4 



(Adhl-IF) 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22243 
44 

1.0e-15 

88 
88 

Zea mays Cinl repeat from Cinl middle repetitive family 
300650 

LIB3279-016-P1-K1-C8 

BLASTN 

g3821780 

36 

8.0e-ll 

48 
67 

Xenopus laevis cDNA clone 27A6-1 
300651 

LIB3279-016-P1-K1-C9 

BLASTX 

g3355468 

156 

6.0e-12 

109 
42 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300652 

LIB3279-016-P1-K1-H5 

BLASTX 

g498931 

289 

7.0e-26 

94 

64 

(Z12825) ORF167; homologous to reverse transcriptases from 
retroviral-like transposons TNT 1-94 from tobacco and COPIA 
from Drosophila [Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



300653 

LIB3279-016-P1-K1-H8 

BLASTX 

gll8104 

610 

1.0e-63 

131 

89 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_82914 8_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

300654 

LIB3279-017-P1-K1-A1 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2315449 
253 

9.0e-22 

109 

44 

(AF016448) similar to Saccharomyces cerevisiae nuclear 
protein SNF7 (SP: P39929) in one region and the chromosome 
segregation protein SMC2 (SP;P38989) in another 





[Caenorhabditis elegans] 


Seq. No. 


300655 


Seq. ID 


LIB327 9-017-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3080398 


BLAST score 


238 


E value 


4.0e-25 


Match length 


142 


% identity 


34 


NCBI Description 


(AL022603) putative protein [Arabidops, 


Seq. No. 


300656 


Seq. ID 


LIB3279-017-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


g4455255 


BLAST score 


176 


E value* 


1. Oe-12 


Match length 


69 


% identity 


58 


NCBI Description 


(AL035523) putative protein [Arabidops 


Seq. No. 


300657 


Seq. ID 


LIB327 9-017-P1-K1-E6 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


300658 


Seq. ID 


LIB3279-017-P1-K1-F8 


Method 


BLASTX 


NCBI GI 


g2982435 


BLAST score 


215 


E value 


2.0e-17 


Match length 


89 


% identity 


56 


NCBI Description 


(AL022224) retrotransposon like proteij 




[Arabidopsis thaliana] 


Seq. No. 


300659 


Seq. ID 


LIB3279-017-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2245012 


BLAST score 


217 


E value 


1.0e-17 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



131 
43 

(Z97341) hypothetical protein [Arabidopsis thaliana] 
300660 

LIB3279-018-P1-K1-A8 

BLASTX 

g3915131 

158 

4.0e-ll 

50 
60 

THIOREDOXIN H-TYPE (TRX-H) (PHLOEM SAP 13 KD PROTEIN-1) 
>gi_426442_dbjJBAA04864_ (D21836) thioredoxin h [Oryza 
sativa] >gi_454882_dbj__BAA05546_ (D26547) rice thioredoxin 
h [Oryza sativa] >gi_1930072 (U92541) thioredoxin h [Oryza 
sativa] 



Seq. No. 


300661 


Seq. ID 


LIB3279-018-P1-K1-B6 


Method 


BLASTX 


NCBI GI 


g576886 


BLAST score 


311 


E value 


4.0e-29 


Match length 


59 


% identity 


97 


NCBI Description 


(L37750) kaurene synthase 


Seq. No. 


300662 


Seq. ID 


LIB3279-018-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g544125 


BLAST score 


153 


E value 


2.0e-10 


Match length 


42 


% identity 


64 


NCBI Description 


PEPTIDYL-PROLYL CIS-TRANS 



(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_81651_pir S22496 peptidylprolyl isomerase (EC 5.2.1.8) 

- Arabidopsis thaliana >gi_16248_emb_CAA45161_ (X63616) 
cyclophorin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300663 

LIB327 9-018-P1-K1-D10 

BLASTX 

g728826 

209 

6.0e-17 

90 

49 

ALDO-KETO REDUCTASE >gi_155867 (M93122) aldo-keto reductase 
[Babesia bovis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300664 

LIB3279-018-P1-K1-E2 

BLASTX 

g3096949 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



331 

3.0e-31 

91 

66 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300665 

LIB3279-018-P1-K1-E9 

BLASTX 

gl078813 

163 

2.0e-ll 

53 

21 

polyubiquitin - Euplotes eurystomus (SGC9) >gi_159038 
(M57231) ubiquitin [Euplotes eurystomus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 

NCBI GI 



300666 

LIB3279-049-P1-K1-C4 

BLASTX 

g231573 

298 

7.0e-31 

100 

71 

L - AS PARAG I NAS E (L-ASPARAGINE AMIDOHYDROLASE) 

>gi_99970_pir S24757 asparaginase (EC 3.5.1.1) - 

narrow-leaved blue lupine >gi_19135_emb_CAA43099__ (X60691) 
developing seed L-asparaginase [Lupinus angustif olius] 

300667 

LIB3279-049-P1-K1-D9 

BLASTX 

g3334133 

155 

1.0e-10 

87 

44 

CYTOCHROME P450 89A2 (CYPLXXXIX) (ATH 6-1) >gi_1432145 
(U61231) cytochrome P450 [Arabidopsis thaliana] 

300668 

LIB3279-050-P1-K1-A3 

BLASTN 

g2832242 

71 

1.0e-31 

266 

87 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
300669 

LIB327 9-050-P1-K1-C1 

BLASTX 

g3860277 



42344 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



146 

4.0e-17 

50 
92 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

300670 

LIB327 9-050-P1-K1-G5 

BLASTX 

g!917019 

155 

3.0e-13 

63 
70 

(U92045) ribosomal protein S6 RPS6-1 [Zea mays] 
300671 

LIB327 9-051-P1-K1-A4 

BLASTX 

g2668742 

267 

4.0e-25 

79 

81 

(AF034945) glycine-rich RNA binding protexn [Zea mays] 
300672 

LIB3279-051-P1-K1-C10 

BLASTN 

g575425 

65 

4.0e-28 

129 

88 

Z.mays mRNA for sugar-starvation induced protein 
300673 

LIB3279-051-P1-K1-C7 

BLASTX 

g462229 

271 

5.0e-24 

91 

58 

HISTONE H2A.1 >gi_542442_j>ir S41471 histone H2A.1 - 

Tetrahymena thermophila (SGC5) >gi_310870 (L18892) histone 
H2A.1 [Tetrahymena thermophila] 

300674 

LIB3279-051-P1-K1-D7 

BLASTX 

gll72553 

289 

1.0e-31 
126 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 

OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 

(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 
>gi_456672__emb_CAA54788_ (X77733) voltage dependent anion 
channel (VDAC) [Triticum aestivum] 

300675 

LIB3279-051-P1-K1-F1 

BLASTX 

gl31773 

222 

3.0e-21 

82 

74 

4 OS RIBOSOMAL PROTEIN S14 (CLONE MCH2) 

>gi_82724_pir B30097 ribosomal protein S14 (clone MCH2) - 

maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300676 

LIB3279-051-P1-K1-F9 

BLASTX 

gl865677 

254 

5.0e-22 

86 

62 

(Y08568) trehalose-6-phosphate synthase 
thaliana] 



[Arabidopsis 





Seq. No. 


300677 




Seq. ID 


LIB3279-052- 




Method 


BLASTX 




NCBI GI 


g2668742 




BLAST score 


298 




E value 


3.0e-27 




Match length 


73 




% identity 


78 




NCBI Description 


(AF034945) 




Seq. No. 


300678 




Seq. ID 


LIB3279-052 




Method 


BLASTX 




NCBI GI 


g2191169 




BLAST score 


199 




E value 


6.0e-20 




Match length 


94 




% identity 


54 




NCBI Description 


(AF007270) 






Belongs to 




Seq. No. 


300679 




Seq. ID 


LIB3279-052 




Method 


BLASTX 




NCBI GI 


g3128168 




BLAST score 


415 




E value 


3.0e-45 




Match length 


131 



-P1-K1-A2 



glycine-rich RNA binding protein [Zea mays] 



-K1-A8 



Similar to shaggy related protein kinase. 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

300680 

LIB3279-052-P1-K1-F2 

BLASTX 

g409007 

247 

4.0e-21 

74 

68 

BBI-M=Bowman~Birk trypsin inhibitor-related protein [Zea 

mays=corn, Peptide, 102 aa] >gi_447268__prf 1914141A 

trypsin inhibitor-related protein [Zea mays] 

300681 

LIB3279-052-P1-K1-G12 

BLASTX 

gll2994 

262 

4.0e-23 

60 

85 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID- INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA- inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

300682 

LIB3279-053-P1-K1-A12 

BLASTX 

g2961346 

333 

3.0e-31 
73 
75 

(AL022140) 
thaliana] 



pectinesterase like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



300683 

LIB3279-053-P1-K1-F7 

BLASTX 

g2765837 

168 

7.0e-12 

41 

76 

(Z96936) NAP16kDa protein [Arabidopsis thaliana] 
300684 

LIB327 9-053-P1-K1-G1 

BLASTN 

gl546918 

63 



42347 



E value 5.0e-27 

Match length 71 

% identity 97 

NCBI Description Z.mays mRNA for translation initiation factor 5A 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300685 

LIB3279-053-P1-K1-G5 

BLASTX 

g2190547 

298 

4.0e-27 

114 

66 

(AC001229) ESTs 

gb_T43256,gb_46316,gb_N64930, gb_AA395255 f gb_AA404382 come 
from this gene. [Arabidopsis thaliana] 

300686 

LIB3279-054-P1-K1-B1 

BLASTX 

g2982289 

162 

1.0e-ll 

75 
56 

(AF051229) 60S ribosomal protein L17 [Picea mariana] 
300687 

LIB3279-054-P1-K1-D6 

BLASTX 

gl346251 

260 

1.0e-22 

73 

77 

HISTONE H2B.4 >gi_577819_emb_CAA49585_ (X69961) H2B histone 
[Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300688 

LIB3279-054-P1-K1-E7 

BLASTX 

g2829889 

175 

1.0e-12 

61 

64 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
300689 

LIB3279-054-P1-K1-F7 

BLASTX 

g4091010 

161 

5.0e-ll 

69 

52 

(AF042275) anther-specific protein [Oryza sativa] 



42348 



# 





300690 






Method 


BLASTX 


NCBI GI 


g2245394 


DT 7\ C T 1 o/-*i/-\v*0 


1 U 0 


IL ValUc 


7 np-1 9 
/ • ut; iz 


Match length 


*± o 






Description 


/Tiff Q7 71 ^ ZlPTTl — "h-i nHn nrr nrnfpi n TAT^rii Hotjc; i <? t"Viall^Ti3 


Ofci^ ■ IN (J • 






T.T'R397 9-0 c iS-Pl-K'l-Cll 


Method 


BLASTX 


NCBI GI 


g2344899 






ill Va.XU.tr 




4- "I can (T"f~ }"> 

J. v iaL.L*ll xeiiyuii 


6R 

DO 


^ XUcsIl LX Ly 


SO 


N^bx Description 


f7if* , 009*5QQ\ nr-* Vn /^t.t-ti nrnfoi n r ZX r* a n r?/^m «3 "i Q f hfl 1 1 ^ Pi 3 1 
\r^\^\JVZ.OOO } UlilCnOWn pruteXIl LfilaJJlUUpolo Liicl-L_LcilJ.ci J 


oeq. no* 


"3006Q9 


beq. lu 


T T'D'397 Q — ORCl — Dl — V\ —C\ 9 


Metnoa 


rJliAb I A 


NCBI GI 


gl32849 


BLAST score 


189 


E value 


z . ue Xf± 


Matcn length 


c; a 


% identity 


£ q 

oy 


NCBI Description 


£OC "DTTJriCriWraT DTSnT'TTM T 9 ^rr-i 90001 OTn"K P Z\ Z\ d. 4 3 6 9 1 
DUo I\X J3UoUl v JriXi Jr xvJlJlil IN ^gi ZUUUX trlLLL? Onn4 1 JOi . I 




oub riDOSomai protiexn lz {.wxcotxana raDacumj 


beq. no. 


jUU Di70 


oeq. ijj 




Method 


BLASTX 


NCBI GI 


gl!43864 


i5j_Lrt.oi score 


999 


E value 


z • ue xo 


Match length 


70 

/ u 


^ lutriiuiLy 


60 


inujdi Description 


^UZoU4/J Deta gXUCOSXuaSe [UryZa SatlvaJ 


<Z? r\ NT /-\ 

064. NO. 




C T Pi 

beg. ijj 


T TI5'397Q — OCs^ — Dl — VI — TJ^ 

iiiDjZ /y uoj c l i\x no 


Method 


BLASTN 


NCBI GI 


g473604 


BLAST score 


llo 


E value 


o . ue— o / 


Matcn lengtn 


lo4 


% identity 




NCBI Description 


Zea mays W-22 histone H2B mRNA, complete cds 


Seq. No. 


300695 


Seq. ID 


LIB3279-057-P1-K1-A1 


Method 


BLASTN 


NCBI GI 


g498642 


BLAST score 


40 



42349 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-13 

60 
92 

Zea mays G-box binding factor 1 
300696 

LIB3279-057-P1-K1-B6 

BLASTX 

g4371282 

305 

6.0e-28 
99 
67 

(AC006260) 
thaliana] 



(GBF1) mRNA, complete cds 



putative 60S ribosomal protein L12 [Arabidopsis 



Seq. No. 


a a a r a -7 

300697 


Seq. ID 


T -7- i-i A A "~J A ACT nl TV -1 rjft 

LIB3279-057-P1-K1-B9 


Method 


at TV n mv 

BLASTX 


NCBI GI 


g!815681 


BLAST score 


189 


E value 


A A 1 A 

2 . Oe-14 


Match length 


Jo 


% identity 


A A 

94 


NCBI Description 


(U8524 6) expansin [Oryza 


Seq. No. 


300698 


Seq. ID 


LIB3279-057-P1-K1-C11 


Method 


BLASTN 


NCBI GI 


A /* A A A A "~l 

g2623247 


BLAST score 


99 


E value 


2. 0e-48 


Matcn Xengtn 


loo 


% identity 


93 


NCBI Description 


Zea mays SU1 isoamylase 


Seq. No. 


300699 


Seq. ID 


LIB3279-057-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g3292820 


BLAST score 


158 


E value 


1.0e-10 


Match length 


83 


% identity 


42 


NCBI Description 


(AL031018) putative MADS 




thaliana] 


Seq. No. 


300700 


Seq. ID 


LIB3279-057-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2244952 


BLAST score 


163 


E value 


6.0e-19 


Match length 


103 



% identity 

NCBI Description 



51 

(Z97340) strong similarity to ZK688.3 protein 
Caenorhabditis elegans [Arabidopsis thaliana] 



42350 



Seq. \No. 


300701 


Seq. ID 


LIB3279-057-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3894393 


BLAST score 


158 


E value 


1.0e-10 


Match length 


130 


% identity 


33 


NCBI Description 


(AF053998) Hcr2-5D [Lycopersicon esculentum] 


Seq. No. 


300702 


Seq. ID 


LIB3279-057-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g4455309 


BLAST score 


272 


E value 


5.0e-24 


Match length 


71 


% identity 


72 


NCBI Description 


(AL035528) hypothetical protein [Arabidopsis thai: 


Seq. No. 


300703 


Seq. ID 


LIB3279-059-P1-K1-A7 


Method 


BLASTN 


NCBI GI 


a4234859 


BLAST score 


53 


E value 


5.0e-21 


Match length 


61 


% identity 


97 


NCBI Description 


Zea mays copia-like retrotransposon Stl-14 leader 




partial sequence 


Seq. No. 


300704 


Seq. ID 


LIB3279-059-P1-K1-C4 


Method 


BLASTX 


NCBI GI 


a629846 


BLAST score 


233 


E value 


2.0e-19 


Match length 


49 


% identity 


88 


NCBI Description 


initiator-binding protein - maize >gi_483444_embj 




(X79086) initiator-binding protein [Zea mays] 


Seq. No. 


300705 


Seq. ID 


LIB3279-059-P1-K1-C9 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


35 


E value 


2.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


300706 


Seq, ID 


LIB3279-059-P1-K1-F3 


Method 


BLASTX 


NCBI GI 


g4469009 



42351 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



163 

4.0e-18 

99 

54 

(AL035602) putative protein [Arabidopsis thaliana] 



300707 

LIB3279-059-P1-K1-G4 

BLASTX 

g3123270 

215 

1.0e-21 

67 

80 

40S RIBOSOMAL PROTEIN S4 
>gi_2 4 6 3 3 3 5_emb_CAA7 5 2 4 2_ 
[Oryza sativa] 



(SCAR PROTEIN SS620) 
(Y15009) ribosomal protein S4 



300708 

LIB3279-059-P1-K1-H8 

BLASTX 

gl870700 

227 

4.0e-19 

60 

75 

(U84116) cleavage stage histone 



H3 [Psammechinus miliaris] 



300709 

LIB3279-060-P1-K1-A10 

BLASTX 

g3201541 

292 

2.0e-26 

111 

52 

(AJ005077) TCTR2 protein [Lycopersicon esculentum} 
300710 

LIB3279-060-P1-K1-B10 

BLASTX 

g728777 

238 

5.0e-20 

61 

70 

ACTIVATOR 1 36 KD SUBUNIT (REPLICATION FACTOR C 36 KD 
SUBUNIT) (Al 36 KD SUBUNIT) (RF-C 36 KD SUBUNIT) (RFC36) 
>gi_1498257 (L07540) replication factor C, 36-kDa subunit 
[Homo sapiens] 

300711 

LIB3279-060-P1-K1-B12 

BLASTX 

g2832672 

305 

6.0e-28 



42352 



Match length 

% identity 

NCBI Description 



74 
76 

(AL021712) nifU-like protein [Arabidopsis thaliana] 



Seq. No. 


300712 


Can- TV) 




Tift*-* +-TnoH 












Hi VO.J_U.ti 




Mau.cn -Lengrn 


3 0 


Q -L\JL Oil u x i_y 


79 




riho<?nmal nrrifpi n S1 9 f Sol anum t'nhiPTO.qiTm 1 


Seq. No. 


300713 


a a rc t n 

oeq. iu 


T TP.^97Q — Ofif) — P1 — Kl — P.7 


Method 


DT __ QTY 
DijiiO 1 A 




gil / JL4Z y 


DiiAoi score 


- - 
JJ / 


E value 


x . ue jj. 


Match length 


an 


Qi» t /"N "l" T ^T7 

"6 _Lu.erix.iL.y 


£P 
oo 


_Nv-/DJ. L/CiDUlipi-lUIl 


fn440??M CKC rArshi Hnnsi 9 thai i anal 


Seq. No. 


300714 


Seq. ID 


LIB3279-060-P1-K1-F7 


Method 


BLASTN 


NCBI GI 


gl657766 


BLAST score 


39 


E value 


2.0e-12 


Match length 


55 


% identity 


95 


NCBI Description 


Zea mays retrotransposon 0pie-2 5' LTR, prime 



binding 

site, gag gene, pol gene, complete cds, polypurine tract 
and 3 T LTR 



Seq. No. 300715 

Seq. ID LIB3279-060-P1-K1-G1 

Method BLASTX 

NCBI GI g3738304 

BLAST score 263 

E value 6.0e-23 

Match length 80 

% identity 60 

NCBI Description (AC005309) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 300716 

Seq. ID LIB36-001-Q1-E1-C6 

Method BLASTX 

NCBI GI g!084479 

BLAST score 262 

E value 9.0e-23 

Match length 53 

% identity 98 

NCBI Description Ht— transporting ATP synthase (EC 3.6.1.34) delta chain - 



maize (fragment) >gi_311237_eitib_CAA4 6804_ (X66005) 
H(+) -transporting ATP synthase [Zea mays] 



42353 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300717 

LIB36-001-Q1-E1-D2 

BLASTX 

g3021506 

538 

1.0e-63 

138 
92 

(X96727) 
tabacum] 



isocitrate dehydrogenase (NAD+) [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300718 

LIB36-001-Q1-E1-F6 

BLASTX 

gll72818 

172 

8.0e-13 

48 
73 

40S RIBOSOMAL PROTEIN S16 >gi_538428 (L36313) ribosomal 

protein S16 [Oryza sativa] >gi_1096552_prf 2111468A 

ribosomal protein S16 [Oryza sativa] 

300719 

LIB36-001-Q1-E1-H3 

BLASTX 

g3789952 

517 

1.0e-52 

129 
80 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 

300720 

LIB36-002-Q1-E1-B4 

BLASTX 

g4191348 

557 

2.0e-57 

125 

85 

(AF087661) NADH-ubiquinone oxidoreductase 42 kDa subunit 
[Homo sapiens] 

300721 

LIB36-002-Q1-E1-D12 

BLASTN 

g3093334 

37 

8.0e-12 

89 

85 

Homo sapiens mRNA from HIV-associated non-Hodgkin 1 s 
lymphoma (clone hl2-22) 



42354 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300722 

LIB36-003-Q1-E1-B5 

BLASTX 

g3810596 

337 

1.0e-31 

105 
56 

(AC005398) reverse-transcriptase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



300723 

LIB36-003-Q1-E1-D3 
BLASTN 



NCBI GI 


go42U(J Jo 


BLAST score 


56 


E value 


d . ue-2 5 


Match length 


165 


% identity 


43 


NCBI Description 


^ea mays gypsy/ iyj~L 




sequence 


Seq. No. 


300724 


Seq. ID 


LIB36-004-Q1-E1-A1 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


"i a a 

luo 


NCBI Description 


Xenopus laevis cDNA 


Seq. No. 


300725 


Seq. ID 


LIB36-004-Q1-E1-C12 


Method 


BLASTX 


NCBI GI 


gll71579 


BLAST score 


207 


E value 


2.0e-16 


Match length 


69 


% identity 


55 


NCBI Description 


(X95342) cytochrome 


Seq. No. 


300726 


Seq. ID 


LIB36-004-Q1-E1-D9 


Method 


BLASTX 


NCBI GI 


g2191161 


BLAST score 


147 


E value 


2.0e-09 


Match length 


56 


% identity 


61 


NCBI Description 


(AF007270) contains 



clone 27A6-1 



P450 [Nicotiana tabacum] 



biosynthesis protein FLHA 
thaliana] 



.rity to B. subtilus flagellar 
{SW: P35620) [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



300727 

LIB36-004-Q1-E1-E5 
BLASTN 



42355 



NCBI GI 


g2062705 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


300728 


Seq. ID 


LIB36-004-Q1-E1-H4 


Method 


BLASTX 


NCBI GI 


g4240035 


BLAST score 


397 


E value 


1.0e-38 


Match length 


112 


% identity 


70 


NCBI Description 


(AB018588) ZmGRlb [Zea mays] 


Seq. No. 


300729 


Seq. ID 


LIB36-005-Q1-E1-D11 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


170 


E value 


4.0e-12 


Match length 


95 


% identity 


48 


NCBI Description 


(M58656) pyruvate, orthophosphate dikinase [Zea 


Seq. No. 


300730 


Seq. ID 


LIB36-005-Q1-E1-D6 


Method 


BLASTX 


NCBI GI 


g3193330 


BLAST score 


172 


E value 


3.0e-12 


Match length 


73 


% identity 


42 


NCBI Description 


(AF069299) contains similarity to Medicago sat 




(GB:L22305) [Arabidopsis thaliana] 


Seq. No. 


300731 


Seq. ID 


LIB36-006-Q1-E1-D9 


Method 


BLASTX 


NCBI GI 


gl20670 


BLAST score 


404 


E value 


1.0e-39 


Match length 


77 


% identity 


100 



NCBI Description 



GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_l 0087 9_pir SO 68 7 9 glyceraldehyde- 3-phosphate 

dehydrogenase (EC 1.2.1.12) C - maize 
>gi_295853_emb_CAA33620_ (X15596) GAPDH [Zea mays] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



300732 

LIB36-006-Q1-E1-E8 

BLASTX 

gl26737 

151 

3.0e-20 



42356 



Match length 

% identity 

NCBI Description 



84 
70 

MALATE OXIDOREDUCTASE, CHLOROPLAST PRECURSOR (MALIC ENZYME) 

(ME) (NADP-DEPENDENT MALIC ENZYME) (NADP-ME) 
>gi_65939__pir DEZMMX malate dehydrogenase 

(oxaloacetate-decarboxylating) (NADP+) (EC 1,1.1.40) 
precursor, chloroplast - maize >gi_168528 (J05130) 
NADP-dependent malic enzyme (EC 1.1.1.40) [Zea mays] 



Seq. No. 




Seq. ID 


JjlDjD~UUD-yl - iijl-r 11 


Metnoa 


DT TS. OTY 




giooo / ji 


BLAST score 


218 


E value 


9.0e-18 


Matcn lengtn 


q n 
oU 


% identity 


04 


NCBI Description 


/no/Til 0\ *U/\4-/\ntTn4-n« TT 

(UHbUlo) pnotosysLem 11 . 


Seq. No. 


iUO /34 


Seq. ID 


LIB36-006-Q1-E1-G3 


Method 


BLASTX 


NCBI GI 


gzo4olo4 


dLAo! score 




E value 


4.0e-30 


Match length 


70 


% identity 


86 


NCBI Description 


(AF015522) ribsomal prot' 


Seq. No. 


300735 


Seq. ID 


LIB36-006-Q1-E1-H3 


Method 


BLASTX 


NCBI GI 


g!15786 


BLAST score 


174 


E value 


4.0e-13 


Match length 


46 


% identity 


85 


NCBI Description 


CHLOROPHYLL A-B BINDING 



S4 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



iTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357__emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 

300736 

LIB36-007-Q1-E1-A1 

BLASTX 

g3063471 

303 

1.0e-27 

95 
58 

(AC003981) F22013.33 [Arabidopsis thaliana] 
300737 

LIB36-007-Q1-E1-C4 

BLASTX 

g2677824 

196 



42357 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-15 

96 

44 

(U93164) abscisic stress ripening protein homolog [Prunus 
armeniaca] 

300738 

LIB36-008-Q1-E1-A2 

BLASTX 

g902525 

463 

2.0e-46 

125 

78 

(U29160) ubiquitin fusion protein [Zea mays] 

>gi_1589387j?rf 2211240A ubiquitin fusion protein [Zea 

mays] 

300739 

LIB36-008-Q1-E1-C8 

BLASTN 

g22356 

118 

5.0e-60 

196 

91 

Maize mRNA for light -harvesting chlorophyll a/b binding 
protein LHCP 

300740 

LIB36-008-Q1-E1-E5 

BLASTX 

g!31225 

218 

4.0e-18 

60 

73 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT XI PRECURSOR {SUBUNIT 

V) (PSI-L) >gi_100605_pir A39759 photosystem I 18K protein 

precursor - barley >gi_167087 (M61146) photosystem I 
hydrophobic protein [Hordeum vulgar e] 

300741 

LIB36-008-Q1-E1-F11 

BLASTX 

gl!5771 

277 

6.0e-25 

59 

90 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 



300742 



42358 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB36-008-Q1-E1-F2 

BLASTX 

gll5815 

329 

8.0e-31 

84 
75 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi_1008 66jpir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb__CAA3937 6_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300743 

LIB36-009-Q1-E1-C3 

BLASTX 

gll4551 

726 

3.0e-7 7 

147 

99 

ATP SYNTHASE BETA CHAIN >gi_67833_pir PWZMB 

H+-transporting ATP synthase (EC 3.6.1.34) beta chain - 
maize chloroplast >gi_552732 (J01421) coupling factor 
beta-subunit [Zea mays] >gi_902229_emb_CAA60293_ (X86563) 
ATPase beta subunit [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300744 

LIB36-009-Q1-E1-D11 

BLASTX 

g2642154 

272 

6.0e-24 

110 

46 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi_3790595 (AF079186) RING-H2 finger protein RHC2a 
[Arabidopsis thaliana] 



Seq. No. 


300745 


Seq. ID 


LIB36-009 


Method 


BLASTX 


NCBI GI 


g4416302 


BLAST score 


281 


E value 


1.0e-25 


Match length 


67 


% identity 


84 


NCBI Description 


(AF105716 


Seq. No. 


300746 


Seq. ID 


LIB36-009 


Method 


BLASTX 


NCBI GI 


g4587597 


BLAST score 


319 


E value 


2.0e-29 


Match length 


89 


% identity 


61 



copia-type pol polyprotein [Zea mays] 



42359 



NCBI Description (AC006951) putative MAP kinase phosphatase [Arabidopsis 
thaliana] 



Seq. No. 300747 

Seq. ID LIB36-010-Q1-E1-A12 

Method BLASTN 

NCBI GI g433459 

BLAST score 135 

E value 5.0e-70 

Match length 161 

% identity 97 

NCBI Description Z.mays mRNA for f erredoxin-thioredoxin reductase 

Seq. No. 300748 

Seq. ID LIB36-010-Q1-E1-B12 

Method BLASTN 

NCBI GI gl255218 

BLAST score 138 

E value 9.0e-72 

Match length 234 

% identity 91 

NCBI Description Zea mays blue-light photoreceptor-like mRNA 

Seq. No. 300749 

Seq. ID LIB36-010-Q1-E1-C3 

Method BLASTN 

NCBI GI g902200 

BLAST score 190 

E value 1.0e-102 

Match length 254 

% identity 94 

NCBI Description Z.mays complete chloroplast genome 

Seq. No. 300750 

Seq. ID LIB36-010-Q1-E1-D6 

Method BLASTX 

NCBI GI g2668742 

BLAST score 37 6 

E value 4.0e-36 

Match length 86 

% identity 87 

NCBI Description (AF034 945) glycine-rich RNA binding protein [Zea mays] 

Seq. No. 300751 

Seq. ID LIB36-010-Q1-E1-E1 

Method BLASTX 

NCBI GI g3885896 

BLAST score 192 

E value 9.0e-15 

Match length 101 

% identity 49 

NCBI Description (AF093636) plastocyanin precursor [Oryza sativa] 

Seq. No. 300752 

Seq. ID LIB36-010-Q1-E1-E6 

Method BLASTX 

NCBI GI g4544402 



42360 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403 

3.0e-39 

149 
58 

(AC007047) putative leucine rich repeat protein 
[Arabidopsis thaliana] 



Seq. No. 


jUU /Do 


Seq. ID 


T TQ"3 £—01 n - 

JjliDO d u 1U 


Method 




NCBI GI 


-001 QCCA 


BLAST score 




E value 




Match length 


75 


% identity 


40 


NCBI Description 




Seq. No. 


iUU /o4 


Seq. ID 


T TT2 *3 d—CS 1 1 - 

Lli50D - Ull" 


Method 


BLASTX 


NCBI GI 


g4bolloD 


BLAST score 


lor 


E value 


o . ue-uy 


MaTzcn lengrn 


3 0 


% identity 


50 


NCBI Description 


{AC006919 


Seq. No. 


300755 


Seq. ID 


LIB36-011 


Method 


BLASTX 


NCBI GI 


g2244987 


BLAST score 


150 


E value 


1.0e-09 


Match length 


50 


% identity 


54 


NCBI Description 


(Z97340) 



Cdk-activating kinase lAt [Arabidopsis thaliana] 



putative pyruvate kinase [Arabidopsis thaliana] 



(Dictyostelium) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



300756 

LIB36-011-Q2-E2-A11 

BLASTX 

gll74845 

398 

1.0e-38 

88 
80 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE 2) (UBIQUITIN CARRIER PROTEIN) 

>gi 101070_pir S12529 ubiquit in-conjugating enzyme rhp6 

fission yeast (Schizosaccharomyces pombe) 

>gi_9298 93__emb_CAA90592_ (Z50728) ubiquitin-conjugating 

enzyme e2-17 kd [Schizosaccharomyces pombe] 

300757 

LIB36-011-Q2-E2-A12 

BLASTX 

g3327033 



42361 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



440 

1.0e-43 

148 

61 

(Z68198) 40S ribosomal protein [Schizosaccharomyces pombe] 
300758 

LIB36-011-Q2-E2-A7 

BLASTX 

g!708366 

145 

4.0e-09 

64 
45 

HEXOKINASE >gi_1041966_bbsJL68854 (S78714) 
hexokinase=hexose-phosphorylating enzyme [Schwanniomyces 
occidentalis, CBS819, ATCC2322, Peptide, 478 aa] 
[ Debar yomyces occidentalis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300759 

LIB36-011-Q2-E2-A8 

BLASTX 

g4406372 

310 

2.0e-28 

139 

47 

(AF109156) thiosulfate sulfurtransf erase [Datisca 
glomerata] 

300760 

LIB36-011-Q2-E2-B1 

BLASTX 

g4506635 

448 

2.0e-44 

124 
69 

ribosomal protein L32 >gi_132886_sp_P02433_RL32_HUMAN 60S 

RIBOSOMAL PROTEIN L32 >gi_71335_pir R5HU32 ribosomal 

protein L32 - human >gi_71336_pir R5MS32 ribosomal protein 

L32 - mouse >gi_71337_pir R5RT32 ribosomal protein L32 - 

rat >gi_36132_emb_CAA27048__ (X03342) rpL32 (aa 1-135) [Homo 
sapiens] >gi_57117_emb_CAA29777_ (X06483) ribosomal protein 
L32 [Rattus norvegicus] >gi_200781 (K02060) ribosomal 

protein L32-3A [Mus musculus] >gi_226004_prf 1405339A 

ribosomal protein L32 [Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300761 

LIB36-011-Q2-E2-B12 

BLASTX 

g2443753 

352 

3.0e-33 
128 
54 

(AF020346) 



pyridoxal kinase [Rattus norvegicus] 



42362 



* 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300762 

LIB36-011-Q2-E2-B4 

BLASTX 

g4406378 

210 

1.0e-16 

77 
51 

(AF109913) plasma" membrane H+-ATPase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



[Pichia angusta] 



300763 

LIB36-011-Q2-E2-B7 

BLASTX 

gl749582 

469 

5.0e-47 

150 

57 

(D89187) similar to Saccharomyces cerevisiae hypothetical 
TRP-ASP repeats containing protein in MDS1-SWP1 intergenic 
region, SWISS-PROT Accession Number P40217 
[Schizosaccharomyces pombe] 



300764 

LIB36-011-Q2-E2-B8 

BLASTX 

gll9119 

340 

7.0e-32 

106 

60 

ENOYL-COA HYDRATASE, 
ENOYL-COA HYDRATASE) 



MITOCHONDRIAL PRECURSOR (SHORT CHAIN 
(SCEH) (ENOYL-COA HYDRATASE 1) 

>gi_92216_pir S06477 enoyl-CoA hydratase (EC 4.2.1.17) 

precursor, mitochondrial - rat >gi_56072_emb_CAA3408G_ 
(X15958) precursor polypeptide (AA -29 to 261) [Rattus 

norvegicus] >gi_227489_prf 1704377A enoyl-CoA hydratase 

[Rattus norvegicus] 

300765 

LIB36-011-Q2-E2-B9 

BLASTX 

g3122971 

224 

3.0e-18 

68 
54 

PROBABLE TRNA 

(5-METHYLAMINOMETHYL-2-THIOURIDYLATE) -METHYL TRANSFERASE 
>gi_2388924_emb_CAB11659_ (Z98977) hypothetical protein 
[Schizosaccharomyces pombe] 

300766 

LIB36-011-Q2-E2-C10 

BLASTX 

g!168328 



42363 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



402 

4.0e-39 

130 

58 

ACTIN-LIKE PROTEIN 3 >gi__629878_pir S48844 actin-like 

protein - slime mold {Dictyostelium discoideum) 

>gi_2130164_pir S69002 actin-like protein - slime mold 

(Dictyostelium discoideum) >gi_563346_emb_CAA8 6553_ 
(Z46418) actin-like protein [Dictyostelium discoideum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300767 

LIB36-011-Q2-E2-C12 

BLASTX 

gl33978 

550 

2.0e-56 

147 

70 

40S RIBOSOMAL PROTEIN S6 {PHOSPHOPROTEIN NP33) 

>gi_70932_pir R3RTS6 ribosomal protein S6 - rat 

>gi_70933_pir R3MS6 ribosomal protein S6 - mouse 

>gi_319910_pir R3HU6 ribosomal protein S6 - human 

>gi_36148__emb_CAA47719_ (X67309) ribosomal protein S6 [Homo 
sapiens] >gi_54010_emb_CAA68430__ (Y00348) ribosomal protein 
S6 [Mus musculus] >gi_206747 (M29358) ribosomal protein S6 
[Rattus norvegicus] >gi_307393 (M77232) ribosomal protein 
S6 [Homo sapiens] >gi_117754 9_emb_CAA90936_ (Z54209) rpS6 
[Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300768 

LIB36-011-Q2-E2-C2 

BLASTX 

g2499017 

455 

2.0e-45 

118 

69 

ALPHA, ALPHA-TREHALOSE- PHOSPHATE SYNTHASE (UDP- FORMING) 1 
(TREHALOSE- 6 -PHOSPHATE SYNTHASE) 

(UDP-GLUCOSE-GLUCOSEPHOSPHATE GLUCO S YLT RAN SFE RASE) 
>gi_551471 (U07184) trehalose-6-phosphate synthase subunit 
1 [Aspergillus niger] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300769 

LIB36-011-Q2-E2-C4 

BLASTX 

g4557467 

229 

7.0e-19 

111 

41 

Cockayne syndrome 
COCKAYNE SYNDROME 



>gi_1362773_pir A57090 CSA protein 

(U28413) CSA protein [Homo sapiens] 



1 protein >gi_3121917_sp_Q13216_CSA_HUMAN 
WD -RE PEAT PROTEIN CSA 

human >gi_975302 



Seq. No. 



300770 



42364 





LIB36-011-Q2-E2-C6 


Method 


tsLiiib 1 A 


NCBI GI 


gl513298 


BLAST score 


238 


E value 




jyiancn lengtii 


1 ZJ 


-6 iuenr,n_y 


O. R 




(U66526) AbcA [Dictyostelium discoideum] 


beq. lno. 


^00771 

JUU 111 




LIB36-011-O2-E2-C8 


Method 




NCBI GI 


g3204175 


BLAST score 


164 


E value 


•j> * ue i J. 


MHL.cn _i_engi.n 


i m 


% identity 






fAJOO^OS} orostaalandin-D synthase [Gallus gallus] 


beq* no. 


JuU / / Z 


oeq. ±u 


LIB36-011-O2-E2-C9 


Method 


rsliiib I A 


NCBI GI 


go JJ44 y4 


BLAST score 


COO 
OZO 


E value 


2.0e-53 


Match length 


140 


% identity 


7 4 


NCBI Description 


AfiQ PTRnciriMAT, protf.tn SI 1 >ai 2388954 emb CAB11687 


^ 7QQQ7Q\ /fie ri hnQnmal nmt*PT n qI 1 f Schi ZOSaCChai OIT!^ 




Ly vJlLLLJ t: J - 


Seq. No, 


on 077 ^ 


On/v t n 
oeq. 1U 


T.TR^-OI 1 -0°-F,°-Dl 

IllDJU U 1 1 Si^* J-J^L. t-> -L 


Method 


DLiAb I A 


NCBI GI 


g478005 


BLAST score 


293 


E value 


z • ue z 0 


Match length 




% identity 




incdI Description 


nrnfi 1 in-TR — Aranthamoeba so. (tentative secfuence) 


Seq* No, 


^JUU / / 4 


beq. ±u 


L1DJU U -L -L J— " ^- L/i^. 


Method 


Oixfib 1 A 


NCBI GI 


g!82403 


BLAST score 


352 


E value 


3 . ue 0 0 


Match length 


19c 


% identity 




INL/JjJ. U6SCI ip LIvJIl 


fM740gn^ TR? THomo saoiensl 


Seq. No. 


jUU / / 0 


Seq. ID 


LIB36-011-Q2-E2-D5 


Method 


BLASTX 


NCBI GI 


g3023751 


BLAST score 


320 


E value 


2.0e-29 



42365 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133 
30 

70 KD PEPT IDYL PROLYL ISOMERASE ( PEPTIDYLPROLYL CIS-TRANS 

ISOMERASE) (CYCLOPHILIN) (PPIASE) >gi_107 6772_pir S55383 

peptidylprolyl isomerase (EC 5.2.1.8) - wheat 

>gi_854 626_emb_CAA60505_ (X86903) peptidylprolyl isomerase 

[Triticum aestivum] 

300776 

LIB36-011-Q2-E2-D6 

BLASTX 

g2414627 

269 

6.0e-24 

92 

58 

(Z99259) 40s ribosomal protein [Schizosaccharomyces pombe] 
300777 

LIB36-011-Q2-E2-D7 

BLASTX 

gll4517 

422 

2.0e-41 

120 

71 

ATP SYNTHASE ALPHA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_67811_pir PWHUA H+-transporting ATP synthase (EC 

3.6.1.34) alpha chain precursor - human 

>gi_28938_emb__CAA41789_ (X59066) H ( + ) -transporting ATP 
synthase [Homo sapiens] >gi_344 68_emb_CAA46452_ (X65460) 
ATP synthase alpha subunit [Homo sapiens] 
>gi 559317_dbj_BAA05672_ (D28126) ATP synthase alpha 
subunit [Homo sapiens] >gi_559325_dbj_BAA03531_ (D14710) . 
inport precursor of human ATP synthase alpha subunit [Homo 

sapiens] >gi_1090507_prf 2019238A ATP 

synthase :SUBUNIT=alpha [Homo sapiens] 



Seq. No. 


300778 


Seq. ID 


LIB3 6-011 


Method 


BLASTX 


NCBI GI 


g3947746 


BLAST score 


211 


E value 


1.0e-16 


Match length 


132 


% identity 


33 


NCBI Description 


(AJ009960 


Seq. No. 


300779 


Seq. ID 


LIB36-011 


Method 


BLASTX 


NCBI GI 


g600159 


BLAST score 


361 


E value 


2.0e-34 


Match length 


93 


% identity 


78 


NCBI Description 


(U17362) 



-D8 



DNA photolyase [Trichoderma harzianum] 



-E2 



2 [Cricetulus griseus] 



42366 



06C5. JMO • 


0 u u / 0 u 




Seq. ID 




y<i £jZ DJ 


Method 


BLASTX 




NCBI GI 


g3643267 




BLAST score 






E value 


o . Ue-z4 




Match length 


izo 




% identity 






NCBI Description 




cataj_ase 


oeq. wo. 


jUU /ox 




O ^ /-T Tfl 

beq. 1U 




CjjC. HjO 








NCBI GI 


g2160185 




BLAST score 


199 




E value 


2.0e-15 




Match length 


76 




% identity 


51 




NCBI Description 


(AC000132) 


Similar 



(gb_D83992) 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300782 

LIB36-011-Q2-E2-F10 

BLASTX 

gl749752 

442 

7.0e-44 

148 

60 

(D89272) similar to Saccharomyces cerevisiae T-complex 
protein l,theta subunit, SWISS-PROT Accession Number P47079 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300783 

LIB36-011-Q2-E2-F11 

BLASTN 

g2618602 

64 

2.0e-27 

306 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300784 

LIB36-011-Q2-E2-F8 

BLASTX 

gl34509 

165 

2.0e-ll 

68 
50 

SIS1 PROTEIN >gi_101623_pir A39660 heat shock protein SIS1 

- yeast (Saccharomyces cerevisiae) >gi_4 474_emb_CAA41366__ 
(X58460) SIS1 protein [Saccharomyces cerevisiae] 
>gi_1301824_emb_CAA95866__ (Z71283) ORF YNL007c 



42367 



[Saccharomyces cerevisiae] 



C "Kin 

beq. No. 


o n di q ^ 

JUU / Oj 




Seq. ID 






Method 


BLASTX 




NCBI GI 


g4160343 




BLAbl score 






E value 


a . ue — z i 




Match length 


1 CI 

101 




% identity 


JO 


sc2 


NCBI Description 


^ A 1 1 1 J • ? -j 1 "J SXIuXXax L.U IdL ayiiapLH- yiy^ujJiuucxii 




[ Schizosaccharoitiyces pomh>e] 




Seq. No. 


O A A ^7 O 

300786 




Seq. ID 


LIBod-UII-Qz-Ez-CjII 




Method 


BLASTX 




NCBI GI 


gll5390 




BLAST score 


173 




E value 


o . ue~±z 




Match length 


TOT 

xz / 




% identity 


O "7 




NCBI Description 


b^U XDUXiXlN ^UirlJ-U XivJ-DiLi UALLlun 13 X IN iJ x ln o jt ± Zj j_ ln ; i 


'SCABP) 


>gi lUZ/XD pir /ijoooj caxcxuiu uxxiu.xiiy pi.utc±ii 


- squid 




(Watasenia scintillans) 




Seq. No. 


300787 




Seq. ID 


LIB36-011-Q2-E2-G3 




Method 


BLASTX 




NCBI GI 


A O A O O A 

g4 029330 




BLAST score 


o o n 

z / y 




E value 


7 . Oe-25 




Match length 


Q Q 




% identity 


D f 


sp. E2 


NCBI Description 


( ilo / 4 jj Kenox acid reauctoisoiueidbc [riiuiuyuco 


Seq. No. 


300 loo 




Seq. ID 


LIBoo-011-Qz-Ez-b / 




Method 


BLASTX 




NCBI GI 


g98110 




BLAST score 


382 




E value 


8.0e-37 




Match length 


129 




% identity 


56 




NCBI Description 


alpha-amylase (EC 3.2.1.1) - Bacillus circulans 






>gi 39412 emb CAA43194 (X60779) amylase [Bacxllus 




circulans] 




Seq. No. 


300789 




Seq. ID 


LIB36-011-Q2-E2-H4 




Method 


BLASTX 




NCBI GI 


gl35399 




BLAST score 


440 




E value 


1.0e-43 




Match length 


109 





% identity 

NCBI Description 



73 

TUBULIN ALPHA- 
alpha-1 chain 



CHAIN >gi_100716_pir S20758 tubulin 

rice >gi_20379_emb_CAA77 988_ (Z11931) alpha 



42368 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1 tubulin [Oryza sativa] >gi_1136124_emb_CAA62 918_ (X91808) 
alfa-tubulin [Oryza sativa] 

300790 

LIB36-011-Q2-E2-H5 

BLASTX 

g3152297 

606 

4.0e-63 
150 
75 

(Y17297) 
elegans] 



6-phosphogluconate dehydrogenase [Cunninghamella 



300791 

LIB36-011-Q2-E2-H8 

BLASTX 

g3860277 

395 

2.0e-38 

130 

59 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

300792 

LIB36-012-Q1-E1-A10 

BLASTX 

gl31388 

235 

9.0e-20 

74 

78 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



300793 

LIB36-012-Q1-E1-B10 

BLASTX 

g2129454 

155 

3.0e-10 

41 

33 

chlorophyll a/b-binding protein (clone GC18 and others) - 
Euglena gracilis (var. bacillaris) (fragment) 
>gi_510388_emb_CAA43633_ (X61361) light harvesting 
chlorophyll a /b binding protein of PSII [Euglena gracilis] 

300794 

LIB36-012-Q1-E1-D6 



42369 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3024018 

344 

1.0e-32 

79 
84 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919__emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 -(AF034943) translation 
initiation factor 5A [Zea mays] 



Seq. No. 




Seq. ID 


LI Bob— Ulz-yi-Hji — Uo 






NCBI GI 


g4580461 


BLAST score 


244 


E value 


1.0e-20 


Match length 


97 


% identity 


51 


NCBI Description 


(AC006081) unknown protein 


Seq. No. 


300796 


Seq. ID 


LIB36-012-Q1-E1-F3 


Method 


BLASTX 


NCBI GI 


gl33726 


BLAST score 


181 


E value 


7.0e-14 


Match length 


34 


% identity 


100 


NCBI Description 


CHLOROPLAST 30S RIBOSOMAL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein Sll - rice chloroplast 
>gi_12019_emb_CAA33980_ (X15901) ribosomal protein Sll 

[Oryza sativa] >gi_226640_prf 1603356BP ribosomal protein 

Sll [Oryza sativa] 

300797 

LIB36-013-Q1-E1-B2 

BLASTX 

g3800853 

226 

3.0e-19 

53 

87 

(AF084478) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase precursor [Zea mays] 

300798 

LIB36-013-Q1-E1-B9 

BLASTX 

gll2994 

236 

2.0e-20 

46 

100 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_einbjCAA31077_ (X12564) 



42370 



ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

Seq. No. 300799 

Seq. ID LIB36-013-Q1-E1-C4 

Method BLASTN 

NCBI GI g22312 

BLAST score 128 

E value 5.0e-66 

Match length 167 

% identity 94 

NCBI Description Maize ABA-inducible gene for glycine-rich protein { ABA - 
abscisic acid) 

Seq. No. 300800 

Seq. ID LIB36-013-Q1-E1-C9 

Method BLASTX 

NCBI GI gl076336 

BLAST score 342 

E value 3.0e-32 

Match length 125 

% identity 58 

NCBI Description hypothetical protein HI. If lk - Arabidopsis thaliana 
(fragment) 

Seq. No. 300801 

Seq. ID LIB36-013-Q1-E1-E10 

Method BLASTN 

NCBI GI g3821780 

BLAST score 36 

E value 5.0e-ll 

Match length 48 

% identity 67 

NCBI Description Xenopus laevis cDNA clone 27A6-1 

Seq. No. 300802 

Seq. ID LIB36-013-Q1-E1-F1 

Method BLASTN 

NCBI GI g596079 

BLAST score 120 

E value 3.0e-61 

Match length 120 

% identity 100 

NCBI Description Zea mays thiamine biosynthetic enzyme (thil-2) mRMA, 
complete cds 

Seq. No. 300803 

Seq. ID LIB36-013-Q1-E1-F6 

Method BLASTN 

NCBI GI g606814 

BLAST score 64 

E value 1.0e-27 

Match length 170 

% identity 97 

NCBI Description Zea mays Golden Bantam carbonic anhydrase mRNA, complete 
cds 



42371 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300804 

LIB36-013-Q1-E1-G10 

BLASTX 

gl708993 

425 

5.0e-42 

99 
82 

CYSTATHIONINE BETA-LYASE PRECURSOR (CBL) 
(BETA-CYSTATHIONASE) (CYSTEINE LYASE) 

>gi_2129567_pir S61429 cystathionine beta-lyase (EC 

4.4.1.8) - Arabidopsis thaliana >gi_704397 (L40511) 
cystathionine beta-lyase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300805 

LIB36-014-Q1-E1-A8 

BLASTX 

gl!22317 

208 

2.0e-16 

69 
64 

(X94193) heat shock protein 17.9 [Pennisetum glaucum] 



Seq. No. 


300806 


Seq. ID 


LIB36-014-Q1-E1-B12 


Method 


BLASTN 


NCBI GI 


g2062691 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Human sodium phosphc 




cds 


Seq. No. 


300807 


Seq. ID 


LIB36-014-Q1-E1-D11 


Method 


BLASTX 


NCBI GI 


g2980793 


BLAST score 


189 


E value 


3.0e-14 


Match length 


60 


% identity 


58 


NCBI Description 


(AL022197) putative 


Seq. No. 


300808 


Seq. ID 


LIB36-014-Q1-E1-G10 


Method 


BLASTX 


NCBI GI 


g!708993 


BLAST score 


208 


E value 


1.0e-16 


Match length 


76 


% identity 


54 


NCBI Description 


CYSTATHIONINE BETA-: 



(BETA-CYSTATHIONASE) (CYSTEINE LYASE) 
>gi_2129567_pir S61429 cystathionine beta-lyase (EC 



42372 



4.4.1.8} - Arabidopsis thaliana >gi_704397 (L40511) 
cystathionine beta-lyase [Arabidopsis thaliana] 



Seq. No. 


300809 


Seq. ID 


LIB36-015-Q1-E1-A4 


jyie mo a 


"DT TV OfY 


JnLoI bl 


g*±O0 O / £ 


bLAbi score 




hj value 




Match length 


1 1 o 
11 J 


% identity 


.30 




farons9fi7^ Pntafi vp ATPase fArabidoosis thaliana! 


Seq. No. 


300810 


Seq. ID 


LIB36-015-Q1-E1-B4 


Method 


DliriD 1 A 


NUbl bl 


go oojooo 


BLAST score 


c; yi c; 


E value 


D . Uc JO 


Match length 


1U0 


% identity 




NLbi Description 


^JTHQ^^^I ^ o«lro TTtfa — C! nrPPlir^nf" nrnf PI Tl T0TV7a S3t 
\z\Sl U _? O DO X ^ £\lcols.c re O piCLUi o^JJ- yiULCiu L Ui j * ,a ljcav-. 


Seq. No. 


300811 


Seq. ID 


LIB36-015-Q1-E1-C1 


Method 


BLAblN 


NCBI GI 


gozyi4 / 


BLAST score 


ion 
120 


E value 


o . ue— 01 


Match length 


1 O "D 

lo3 


% identity 


rv o 

yz 


NCBI Description 


^.niays gene ror cyciopninn 


oeq. ino * 


J \J \J O X 


Seq. ID 


LIB36-015-Q1-E1-C2 


Method 


BLASTX 


NCBI GI 


g548603 


BLAST score 


152 


E value 


2.0e-10 


Match length 


53 


% identity 


62 


NCBI Description 


PHOTOS YSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



( PHOTOS YSTEM I 20 KD SUBUNIT) (PSI-D) 

>gi_478404j?ir JQ2247 photosystem I chain D precursor - 

barley >gi_167085 (M98254) PSI-D subunit [Hordeum vulgare] 

300813 

LIB36-015-Q1-E1-C5 

BLASTN 

g2062705 

36 

6.0e-ll 

48 

67 

Human butyrophilin (BTF5) mRNA, complete cds 



Seq. No. 



300814 



42373 



oeq. 11J 


TTT3 ^6-015- 

L1DJU W X -J 






NCBI GI 


gl632831 


BLAST score 


157 


E value 


4 . ue io 


Matcn xengrn 


7 1 


% identity 




NCBI Description 


f 7 A Q £ Q P \ / 


Seq. No. 


onnQ i r 
oUUolO 


oeq. xjj 


JjIDJU U1J 








gZ y4 0 4 0 


BLAST score 


175 


E value 


6.0e-13 


Match length 


0 0 


% identity 


0 / 


NCBI Description 


(LIodooJ ] 




rioO / U OZ J 


Seq. No. 


oUUolb 


beq. id 




Method 


hsliAol A 


INC-DX ul 




BLAST score 


240 


E value 


3.0e-20 


Match length 


95 


% identity 


55 


NCBI Description 


(X73151) 



orf [Ricinus communis] 



membrane protein [Saccharum hybrid cultivar 



(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi__1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 



Seq. No. 


300817 


Seq. ID 


LIB36-016-Q1-E1-C12 


Method 


BLASTN 


NCBI GI 


g559531 


BLAST score 


57 


E value 


9.0e-24 


Match length 


105 


% identity 


89 


NCBI Description 


Z.mays mRNA for cysteine proteinase 


Seq. No. 


300818 


Seq. ID 


LIB36-016-Q2-E2-D11 


Method 


BLASTX 


NCBI GI 


g2062169 


BLAST score 


290 


E value 


5.0e-26 


Match length 


123 


% identity 


44 


NCBI Description 


(AC001645) ABC transporter (PDR5-like) 




thaliana] 


Seq. No. 


300819 


Seq. ID 


LIB36-016-Q2-E2-D12 



42374 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2062169 

141 

6.0e-09 

34 

65 

(AC001645) 
thaliana] 



ABC transporter (PDR5-like) isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300820 

LIB36-017-Q1-E1-B3 

BLASTX 

gl707928 

358 

5.0e-34 

87 

84 

GLUCOSE-1-PHOSPHATE ADEN YLYLT RAN SFERASE LARGE SUBUNIT 2 
PRECURSOR (ADP-GLUCOSE SYNTHASE) (ADP-GLUCOSE 
PYROPHOSPHORYLASE) (AG PAS E S) (ALPHA-D-GLUCOSE-1 -PHOSPHATE 

ADENYL TRANSFERASE) >gi_107 6806_pir S49439 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) - 
maize >gi_558365_emb_CAA86227_ (Z38111) ADP-glucose 
pyrophosphorylase [Zea mays] 



Seq. No. 


300821 


Seq. ID 


LIB36-017-Q1-E1-B4 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


76 


E value 


5.0e-35 


Match length 


160 


% identity 


87 


NCBI Description 


Zea mays 22-kDa alph 


Seq. No. 


300822 


Seq. ID 


LIB36-017-Q1-E1-C1 


Method 


BLASTN 


NCBI GI 


g3819189 


BLAST score 


44 


E value 


2.0e-15 


Match length 


76 


% identity 


91 


NCBI Description 


Hordeum vulgare part 


Seq. No. 


300823 


Seq. ID 


LIB36-017-Q1-E1-F10 


Method 


BLASTX 


NCBI GI 


g4468817 


BLAST score 


207 


E value 


2.0e-16 


Match length 


44 


% identity 


84 


NCBI Description 


(AL035601) putative 


Seq. No. 


300824 


Seq. ID 


LIB36-017-Q1-E1-F7 



42375 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll5786 

686 

2.0e-72 

132 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi__82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300825 

LIB36-017-Q1-E1-F8 

BLASTX 

g2997591 

299 

4.0e-27 

63 

90 

(AF020814) glucose-6-phosphate/phosphate-translocator 
precursor [Pisum sativum] 



Seq. No. 


300826 


Seq. ID 


LIB36-017-Q1-E1-H8 


Method 


BLASTN 


NCBI GI 


g311236 


BLAST score 


71 


E value 


1.0e-31 


Match length 


119 


% identity 


92 


NCBI Description 


Z.mays mRNA for ATPase (delta subunit) 


Seq. No. 


300827 


Seq. ID 


LIB36-018-Q1-E1-D3 


Method 


BLASTX 


NCBI GI 


g2980779 


BLAST score 


252 


E value 


7.0e-22 


Match length 


84 


% identity 


60 


NCBI Description 


(AL022198) putative protein [Arabidops 


Seq. No. 


300828 


Seq. ID 


LIB36-018-Q1-E1-D6 


Method 


BLASTX 


NCBI GI 


gl871187 


BLAST score 


159 


E value 


4.0e-ll 


Match length 


42 


% identity 


74 


NCBI Description 


(U90439) unknown protein [Arabidopsis 


Seq. No. 


300829 


Seq. ID 


LIB36-018-Q1-E1-D7 


Method 


BLASTN 


NCBI GI 


g22378 


BLAST score 


174 



42376 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-93 

182 

99 

Z.mays gene for nucleic acid binding protein 
300830 

LIB36-018-Q1-E1-F9 

BLASTX 

g464981 

248 

3-0e-21 

47 
98 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 



Seq. No. 


300831 


Seq. ID 


LIB36~01o-Ql-El-bo 


Method 


BLASTX 


NCBI GI 


gl209756 


BLAST score 


171 


E value 


4.0e-12 


Match length 


40 


% identity 


75 


NCBI Description 


(U43629) integral membrane protein [Beta vulgaris] 


Seq. No. 


300832 


Seq. ID 


LIB36-018-Q1-E1-G6 


Method 


BLASTX 


NCBI GI 


g3885896 


BLAST score 


169 


E value 


4.0e-12 


Match length 


72 


% identity 


51 


NCBI Description 


(AF093636) plastocyanin precursor [Oryza sativa] 


Seq. No. 


300833 


Seq. ID 


LIB36-018-Q1-E1-H8 


Method 


BLASTX 


NCBI GI 


g4322323 


BLAST score 


180 


E value 


3.0e-13 


Match length 


116 


% identity 


34 


NCBI Description 


(AF080543) amino acid transporter [Nepenthes alata; 


Seq. No. 


300834 


Seq. ID 


LIB36-019-Q1-E1-A8 


Method 


BLASTX 


NCBI GI 


g482311 


BLAST score 


161 


E value 


8.0e-18 


Match length 


73 


% identity 


70 


NCBI Description 


photosystem II oxygen-evolving complex protein 1 - 



(strain Nihonbare) >gi_739292_prf_ 



42377 



complex protein 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300835 

LIB36-019-Q1-E1-B9 
BLASTX 
gl31388 
329 

1.0e-30 

94 
81 

OXYGEN- EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) 

THYLAKOID MEMBRANE PROTEIN) >gi_100831_pir S16260 

photosystem II oxygen-evolving complex protein 1 - common 
wheat x Sanduri wheat >gi_21844_emb_CAA40670_ (X57408) ^ 
33kDa oxygen evolving protein of photosystem II [Triticum 
aestivum] 



33 KD 
(33 KD 



Seq. No. 


i r\ a o o r 

300836 


Seq. ID 


LIB36-019-Q1-E1-D5 


Method 


BLASTX 


NCBI GI 


gll5786 


BLAST score 


358 


E value 


5.0e-34 


Match length 


106 


% identity 


71 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 


(CAB) (LHCP) >gi_82680_pir A29119 chlorc 




protein - maize >gi 22357_emb_CAA68 451_ i 




mays] 


Seq. No. 


300837 


Seq. ID 


LIB36-019-Q1-E1-G12 


Method 


BLASTN 


NCBI GI 


g758352 


BLAST score 


252 


E value 


1.0e-139 


Match length 


287 


% identity 


97 


NCBI Description 


Z.mays mRNA for cysteine synthase 


Seq. No. 


300838 


Seq. ID 


LIB36-019-Q1-E1-H6 


Method 


BLASTX 


NCBI GI 


g3885886 


BLAST score 


378 


E value 


2.0e-36 


Match length 


99 


% identity 


81 


NCBI Description 


(AF093631) Rieske Fe-S precursor protein 


Seq. No. 


300839 


Seq. ID 


LIB36-020-Q1-E1-A5 


Method 


BLASTX 


NCBI GI 


g2826844 


BLAST score 


212 


E value 


6.0e-17 



I PRECURSOR 



(Y00379) LHCP [Zea 



42378 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 
62 

(AJ002237) loxc homologue [Lycopersicon esculentum] 
300840 

LIB36-020-Q1-E1-A8 

BLASTX 

g3882356 

268 

1.0e-23 

103 

52 

(U924 60) 12-oxophytodienoate reductase OPR2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300841 

LIB36-020-Q1-E1-E2 

BLASTX 

gl709846 

323 

5.0e-30 

89 

43 

PHOTOSYSTEM II 22 KD PROTEIN PRECURSOR >gi_706853 (U04336) 
22 kDa component of photosystem II [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300842 

LIB36-020-Q1-E1-E8 

BLASTX 

g4585882 

661 

1.0e-69 

133 

89 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 


300843 


Seq. ID 


LIB36-020-Q1-E1-G10 


Method 


BLASTX 


NCBI GI 


gl658313 


BLAST score 


360 


E value 


2.0e-34 


Match length 


98 


% identity 


39 


NCBI Description 


(Y08987) osr40g2 [Oryza sativa] 


Seq. No. 


300844 


Seq. ID 


LIB36-020-Q1-E1-G12 


Method 


BLASTN 


NCBI GI 


g902200 


BLAST score 


302 


E value 


1.0e-169 


Match length 


402 


% identity 


93 


NCBI Description 


Z.mays complete chloroplast genome 



42379 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300845 

LIB36-020-Q1-E1-G5 

BLASTX 

gll5771 

736 

2.0e-78 

141 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04 453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300846 

LIB36-021-Q1-E1-D2 

BLASTX 

gl261917 

285 

1.0e-25 

76 

66 

(X96979) lipid transfer protein 7a2b [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300847 

LIB36-021- 

BLASTX 

g2911078 

145 

3.0e-09 

46 

61 

(AL021960; 



■Q1-E1-F4 



putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300848 

LIB36-021-Q1-E1-G2 

BLASTX 

gl22022 

192 

9.0e-15 

86 
53 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300849 

LIB36-021-Q1-E1-G5 

BLASTN 

gl617470 

186 

1.0e-100 

301 

91 

Z.diploperennis DNA 



for Grandel-4 retrotransposon 



42380 






- oec[* iNO. 


jUUOJw 






LIB36-021-O1-E1-G6 




ixicTirioci 


RT.ASTN 




NCBI GI 


g3821780 




BLAST score 


37 




E value 


9 Do— 1 1 




Match length 


L Q 




% identity 


0 / 




jn^ox uescr ipx,xon 


Yonnnnq 1 ^^tri <5 rHMA p] nnp 27A6 - 1 




becj. NO. 


0UU031 




Q orf TPS 


T.TR36-022-O1-E1-E3 




Mennoa 


DXirt-O J. Vi 




NCBI GI 


gl673455 




BLAST score 


164 




E value 


z . ue o / 




Match length 


i r i 

X 0 X 




% identity 


y o 




djldi uescription 


Li . luct y O J_U.UXo^^ OIL La. J- -L ouwuiiJ. \j ^nt. 




C n s-r ~Ktj-\ 

beC[. IMO. 


Of|f!QR9 
jUUOOZ 


y = 

ffi 


oecj. xu 


T.TR^fi-n??-01 -R1 -F7 




Method 


hJLiAb IN 




NCBI GI 


g236729 


o 


BLAST score 


283 




E value 


x * ue xoo 


y ^ 


Match length 






% identity 


yo 




NCBI Description 


IUcLal XOX-IiX OiiS XII 1 lUiLlvJ J_ vj y LLC L tjca iLid_y 0 / uciiuulj.u/ uiiM^n/ _i_ w _/ ^ 


L, 


Seq. No, 


"3 A A Q c; "3 


|=ss 


beq. xd 


T TR^£ — H99 — HI — Fl — 


Q 


Method 


BLAblLM 




NCBI GI 


g483411 




BLAST score 


229 




E value 


x . ue xz d 




Match length 






% identity 


y o 




LNUJjI ueocripLiuii 


Mayq pal nrnHn 1 i n— bi nd "i nrr r}*rotein mRNA» 3 T end 




beq. No. 


OUUoD^t 




beq. iu 


IjXIjOD UZZ Si-L ul nj 




Method 


□ T 7\ C T 1 V 

BXiAb 1 A 




MPDT 

LN 0 -L Ul 


a!32147 

y X J <£• JL M / 




BLAST score 


593 




E value 


1.0e-61 




Match length 


112 




% identity 


100 




NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_68 08 9_pir RKZMS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - maize >gi_2247 4_emb_CAA2 9784_ (X06535) 
ribulose-l f 5-bisphosphate carboxylase (RuBPC) precursor 
[Zea mays] >gi_217964_dbj_BAA00120__ (D00170) ribulose 
1, 5-bisphosphate carboxylase small subunit [Zea mays] 

>gi_359512_prf 1312317A ribulosebisphosphate carboxylase 

[Zea mays] 



42381 



beq. wo. 


jUUo DO 


Seq. ID 


LI Bo i-UUi-yi-iijl-bil 


Method 


BLASTX 


NCBI GI 


gl931639 


BLAST score 


A QQ 


E value 


o Art c: n 


Match length 


1/1-1 
141 


% identity 


DO 


NCBI Description 




beq. no. 


JUUCSO o 


Seq. ID 




Method 


BLASTN 


NCBI GI 


g236729 


BLAST score 


13b 


E value 


A Art. TO 

9 . Ue- 11 


Match length 


"1 O A 

180 


% identity 


at; 

y d 


NCBI Description 


metallounionem nomoiogue L^ea mays, (aenoinxc/niKiN^/ ±odz> 


Seq. No. 


O A n Q C T 


Seq. ID 


T TDOQ AA1 r\i T?1 — TQ 


Method 


DT 7\ QTY 


NCBI GI 


gll72861 


BLAST score 


350 


E value 


2.0e-33 


Match length 


66 


% identity 


100 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE LARGE CHAIN PRECURSOR 



nt] 



{RUBISCO LARGE SUBUNIT) >gi_1363613_pir S58560 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) large chain 
- maize chloroplast >gi_18036__emb_CAA78027__ (Z11973) 
Ribulose bisphosphate carboxylase [Zea mays] 
>gi_902230_emb_CAA60294_ (X86563) rubisco large subunit 
[Zea mays] 



Seq. No. 


300858 


Seq. ID 


LIB83-001-Q1-E1-G1 


Method 


BLASTN 


NCBI GI 


g311236 


BLAST score 


80 


E value 


2.0e-37 


Match length 


142 


% identity 


89 


NCBI Description 


Z.mays mRNA for ATPase 


Seq. No. 


300859 


Seq. ID 


LIB83-001-Q1-E1-G3 


Method 


BLASTX 


NCBI GI 


g4415938 


BLAST score 


193 


E value 


9.0e-21 


Match length 


87 


% identity 


56 


NCBI Description 


(AC006418) unknown proti 



(delta subunit) 



42382 



beq. No. 


jUUoDU 


Qcq . x u 


T.TRfi ^-009-01 -F,l -R9 


Method 


DXiHO 1 IN 


NCBI GI 


g3821780 


BLAST score 


36 


ij value 


i . ue iu 


Match, length 




% identity 


i nn 

1UU 


im^ox uescripuiuii 


Yonnrmc 1 aoTTi q of^KTZ\ c 1 nnp 97 A — 1 
A.cIHJ£JLlo ±ac vxo t—UlNrr oxalic .£* i r\\j J. 


beq. no. 


jUUo Oi 


oeq. -L.JJ 




riei-nou. 


■DXxf-iD X A. 


NCBI GI 


g3885886 


BLAST score 


353 


E value 


. ue O 0 


Match length 


QA 


% identity 


O 1 


NCBI Description 




Seq. No. 


q n fl Q £ 9 


oeq. iu 


t TRfi^- nn9— oi — fi — 

LIDO J UU4 *^X EjX uJ 


Method 


bliAblN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


i . ue-iu 


Match length 


4 O 


% identity 


DO 


Nubi Description 


AenOpUS XacvlS CUIN/tl 0_LvJI1c <£ /.MO J. 


Seq. No. 


JUUo bo 


oeq. iu 


t TRfi?- nn9— m — fi — fi i 


Method 


OT 71 CITY 1 


NL-bl bl 




BLAST score 


250 


E value 


2.0e-21 


Match length 


in/ 

1Z4 


% identity 




NCBI Description 


(ALUJoo^oJ aininopepticiase— liKe protein Lfiraoiuopsis 




unanana j 


Seq. No. 


oUUo 04 




JjiDO J \J \J ^X J—i X Hi (J 


Method 


BLASTX 


NCBI GI 


gll5771 


BLAST score 


528 


E value 


5.0e-54 


Match length 


117 



% identity 

NCBI Description 



87 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X147 94) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 
Seq. ID 



300865 

LIB83-002-Q1-E1-F4 



42383 



Metnoa 


C J_ifiO 1 IN 


NCBI GI 


gl68527 


BLAST score 


115 


E value 




Match length 




% identity 


QQ 


NCBI Description 




Seq. No, 


jUUobiD 


Seq. ID 


LfJ-Do o~UUZ— ( 


Method 




NCBI GI 


g2827002 


BLAST score 


557 


E value 


z . ue-j / 


Match length 


lot; 


% identity 


Q A 


NCBI Description 


/ mrnn c; qqq \ 
\i\£ uuo y y o j 


Seq. No. 


jUUob / 


beq. id 


LIdOj UUi 1 










BLAST score 


438 


E value 


2.0e-43 


Match length 


132 


% identity 


59 


NCBI Description 


(AC004473) 



mRNA, complete cds 



HSP70 [Triticum aestivum] 



Strong similarity to trehalose-6-phosphate 
synthase homolog gb_2245136 from A. thaliana chromosome 4 
contig gb_Z97344. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300868 

LIB83-003-Q1-E1-A2 

BLASTX 

g266578 

241 

2.0e-20 

56 

77 

METALLOTHIONEIN-LIKE 
metallothionein-like 



>gi_100898_pir S17560 

maize >gi__236730_bbs_57629 

76 



PROTEIN 
protein 

(S57628) metallothionein homologue [Zea mays, Peptide, 
aa] [Zea mays] >gi__559536_emb_CAA57676_ (X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 

300869 

LIB83-003-Q1-E1-A6 

BLASTN 

g3821780 

36 

9.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 



300870 



42384 




Seq- ID 


LIB83-003-Q1-E1-C10 




BLASTX 


NCBI GI 


g629669 


BLAST score 


152 


Xj v a. x ut; 


6. Oe-10 


i/id. t_ on icuy in 


102 








hypothetical protein - tomato 




300871 


Seq. ID 


LIB83-003-Q1-E1-E12 




RT.ASTX 


NCBI GI 


g3004565 


BLAST score 


215 


"R va 1 hp 


2.0e-17 


l iClLUll X Cliy L- 1 1 


67 


15 lUcIlLl Ly 


60 


NPRT Docnrinf i on 

\s XJ J- U C O \^ J. -J- K-' UJ. Vtl 


(AC003673) putative protein kinase [Arabidopsis thaliana; 




300872 


O \S . X 1> 


LIB83-003-O1-E1-E2 


Luc LI1UU. 




NCBI GI 


g4580461 


BLAST score 


612 


IT tto 1 no 

XL VCLXLLC 


8 . Oe-64 


Mafr>h 1 oTtn+h 


142 


iQen.L.iT-y 


O X 


LNUDl UKS O L*X xL^ L-X\J11 


(AC006081) unknown protein [Arabidopsis thaliana] 


C £\ y-T M/n. 

oeq • inq . 


O \J \J O / J 


OtSV^ • J. J-/ 


LTB83-003-O1-E1-F10 




RT.ASTX 

XJ XJiT.kJ X 11 


NCBI GI 


g4415937 


BLAST score 


240 


Hi V CtX LLC 


3.0e-20 


LI d L^li xcniy Lll 


83 


9; -J Hani - t i~ \7 

O X UC1 JL L. -L L- y 


59 


NPRT Dp^rri r>t i on 


(AC006418) hypothetical protein [Arabidopsis thaliana] 




300874 




LIB83-003-O1-E1-F11 




XJXJX^.kJ X /I 


NCBI GI 


yijii / o 


biiAoi score 


ODl 


E value 




ixia ten lenyta 


x U x 




7^ 
/ J 


LNv>.Dx UcbLX ipilUil 


PHDTn^Y^TFM T REAPTTON CRNTRE SUBUNIT IV PRECURSOR 


( PHOTOS YSTEM I 10.8 KD POLYPEPTIDE) (PSI-E) 




>gi 72683 pir F1BH4 photosystem I chain IV precursor - 




barley >gi 19087 emb CAA68782 (Y00966) psa2 preprotein 




-46 to 10lT [Hordeum~vulgare]~>gi_226163_prf 1413233A 




10.8kD photosystem I protein [Hordeum vulgare var. 




distichum] 


Seq. No. 


300875 


Seq. ID 


LIB83-003-Q1-E1-F6 



42385 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2499931 

296 

9.0e-27 

77 

74 

ADENINE PHOSPHORIBOSYLTRANSFERASE 2 (APRT) 

>gi_2129534_pir S71272 adenine phosphoribosyltransf erase 

(EC~2.4.2.7) - Arabidopsis thaliana 
>gi_1321681_emb_CAA65609_ (X96866) adenine 
phosphoribosyltransf erase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300876 

LIB83-003-Q1-E1-H11 

BLASTX 

gll2994 

194 

8.0e-15 

46 

91 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300877 

LIB83-004-Q1-E1-G10 

BLASTX 

gl657851 

197 

4.0e-15 

49 

35 

(U73214) cold acclimation protein WCOR518 [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300878 

LIB83-004-Q1-E2-A11 

BLASTX 

gll71864 

293 

2.0e-26 

81 

70 

NADH-UBIQUINONE OXIDOREDUCTASE SUBUNIT K 

>gi 902226_emb_CAA60290_ (X86563) ndhK [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300879 

LIB83-004-Q1-E2-A2 

BLASTN 

gl575129 

97 

3.0e-47 

197 

87 



42386 



NCBI Description 



Zea mays lumenal binding protein cBiPe3 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300880 

LIB83-004-Q1-E2-C12 

BLASTX 

gl32819 

277 

1.0e-24 

67 
72 

SOS RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR (CL24) 

>gi_71307_pir R5PM24 ribosomal protein L24 precursor, 

chloroplast - garden pea >gi_20873_emb_CAA32185_ (X14020) 
CL24 ribosomal preprotein (AA -39 to 155) [Pisum sativum] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300881 

LIB83-004-Q1-E2-G11 

BLASTX 

g481190 

198 

1.0e-15 

84 
54 

plastocyanin precursor - barley >gi_22705_emb_CAA68696_ 
(Y00704) plastocyanin precursor [Hordeum vulgare] 
>gi_431920_emb_CAA82201_ (Z28347) plastocyanin [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300882 

LIB83-005-Q1-E1-B10 

BLASTN 

g3821780 

36 

7.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300883 

LIB83-005-Q1-E1-B5 

BLASTX 

g3297823 

354 

1.0e-33 

125 
50 

(AL031032) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300884 

LIB83-005-Q1-E1-D11 

BLASTX 

g!399183 

279 

8.0e-25 

98 

65 

(U50739) Lycopene beta cyclase [Arabidopsis thaliana] 



42387 



Sea No 


300885 


Sea ID 


LIB83-005-O1-E1-D2 






NCBI GI 


g4585576 


BLAST score 


257 


Hi V O.X uc 


8 Oe-36 


1 1 ci uuii xcny 


108 

X V u 






MPRT c; r** r* "i t^H — r r^n 


fAFI 340^11 frnrtn«!P-' 




■hnhpTTiQIITTll 
L. LiJ^Jd. \J O LULL J 


Sea No 


300886 

J U V U U u 


Sea ID 


LIB83-005-O1-E1-E5 


Method 


BLASTN 


NCBI GI 


g405634 


RT.AST qpnrp 

DJJ/IU ± OL.U1 C 


191 


Cj value 


x • uc iu J 


Lid U L^il XdiLjL.il 




%. \ Heni - i +■ v 


99 


iNLvDX JJcoOLip txUll 


£i • iucl^y o £lUo£s L- lLLrvLN^-i. Ux . 




^00ftft7 
JUUOO / 


c prr Tn 

OCU[ • 1U 


T,TRfi3-00S-ri1 -Fl -FR 


L1C L. 11WL1 


RT.ASTX 


NCBI GI 


g3367519 


BLAST score 


537 


E value 


5.0e-55 


Match length 


134 


% identity 


78 


NCBI Description 


(AC004392) Contains 



f ructose-1, 6-bisphosphatase precursor [Solanum 



Ca2+-independent phospholipase A2 from Rattus norvegicus, 
[Arabidopsis thaliana] 



Seq. No. 


300888 


Seq. ID 


LIB83-005-Q1-E1-F4 


Method 


BLASTX 


NCBI GI 


g2460251 


BLAST score 


190 


E value 


2.0e-14 


Match length 


41 


% identity 


93 


NCBI Description 


(AF020791) ferrochelatase [Hordeum vulgare] 


Seq. No* 


300889 


Seq. ID 


LIB83-005-Q1-E1-G1 


Method 


BLASTX 


NCBI GI 


g3885896 


BLAST score 


354 


E value 


1.0e-33 


Match length 


106 


% identity 


67 


NCBI Description 


(AF093636) plastocyanin precursor [Oryza sativa] 


Seq. No. 


300890 


Seq. ID 


LIB83-005-Q1-E1-H10 


Method 


BLASTX 



42388 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2500130 
518 

8.0e-53 

1*36 

73 

THIOREDOXIN REDUCTASE 2 (NADPH-DEPENDENT THIOREDOXIN 

REDUCTASE 2) (NTR 2} >gi_107 6358_pir S44026 thioredoxin 

reductase (NADPH) (EC 1.6.4.5) A - Arabidopsis thaliana 
(fragment) >gi_4 68524_emb_CAA80655_ (Z23108) NADPH 
thioredoxin reductase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300891 

LIB83-005-Q1-E1-H11 

BLASTX 

g4038043 

256 

4.0e-22 

110 

61 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300892 

LIB83-006-Q1-E1-A5 

BLASTX 

g2501190 

307 

6.0e-31 

106 
72 

THIAMINE BIOSYNTHETIC ENZYME 1-2 PRECURSOR 

>gi_2130147_pir S61420 thiamine biosynthetic enzyme thil-2 

- maize >gi_596080 (U17351) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 


300893 


Seq. ID 


LIB83-006-Q1-E1-E3 


Method 


BLASTX 


NCBI GI 


g3252866 


BLAST score 


209 


E value 


1.0e-16 


Match length 


116 


% identity 


37 


NCBI Description 


(AF033535) putative zinc transporter 


Seq. No. 


300894 


Seq. ID 


LIB83-006-Q1-E1-F7 


Method 


BLASTX 


NCBI GI 


g2696227 


BLAST score 


438 


E value 


2.0e-43 


Match length 


98 


% identity 


84 


NCBI Description 


(D55711) chitinase [Oryza sativa] 


Seq. No. 


300895 


Seq. ID 


LIB83-006-Q1-E1-G9 



42389 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g2369690 

219 

8.0e-18 

89 
55 

(Y11988) 



FPF1 protein [Arabidopsis thaliana] 



300896 

LIB83-006-Q1-E1-H11 

BLASTX 

gl648931 

607 

3.0e-63 

137 

87 

(X92428) HOX1B protein [Zea mays] 
300897 

LIB83-007-Q1-E1-A10 

BLASTN 

g3821780 

35 

3.0e-10 

35 
100 

Xenopus laevis cDNA clone 27A6-1 
300898 

LIB83-007-Q1-E1-A11 

BLASTX 

g3004555 

143 

7.0e-09 

135 

27 

(AC003673) similar to salt inducible protein [Arabidopsis 
thaliana] 

300899 

LIB83-007-Q1-E1-B7 

BLASTN 

g3821780 

36 

1.0e-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
300900 

LIB83-007-Q1-E1-C2 

BLASTN 

g4416300 

132 

2.0e-68 

178 

48 



42390 



NCBI Description Zea mays chromosome 4 22 kDa zein-associated intercluster 
region/ complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300901 

LIB83-007-Q1-E1-D7 

BLAST N 

g3821780 

35 

3.0e-10 

35 
100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 300902 

Seq. ID LIB83-007-Q1-E1-E3 

Method BLASTX 

NCBI GI g2149640 

BLAST score 156 

E value 1.0e-10 

Match length 63 

% identity 56 

NCBI Description (U91995) Argonaute protein [Arabidopsis thaliana] 

Seq. No. 300903 

Seq. ID LIB83-007-Q1-E1-E7 

Method BLASTX 

NCBI GI g3885896 

BLAST score 17 4 

E value 1.0e-12 

Match length 83 

% identity 51 

NCBI Description (AF093636) plastocyanin precursor [Oryza sativa] 

Seq. No. 300904 

Seq. ID LIB83-007-Q1-E1-E8 

Method BLASTX 

NCBI GI g4539009 

BLAST score 313 

E value 8.0e-29 

Match length 102 

% identity 56 

NCBI Description (AL04 9481) putative protein [Arabidopsis thaliana] 

Seq. No. 300905 

Seq. ID LIB83-007-Q1-E1-H4 

Method BLASTX 

NCBI GI g3242328 

BLAST score 326 

E value 7.0e-31 

Match length 60 

% identity 100 

NCBI Description (X98083) cinnamoyl-CoA reductase [Zea mays] 



Seq. No. 300906 

Seq. ID LIB83-008-Q1-E1-B10 

Method BLAST N 

NCBI GI g3041776 



42391 



BLAST score 49 -< 

E value 1.0e-18 
Match length 93 
% identity 88 

NCBI Description Oryza sativa mRNA for fructose-1, 6-bisphosphatase 
(plastidic isoform) , complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300907 

LIB83-008-Q1-E1-B4 

BLASTX 

g4504079 

185 

8.0e-14 

112 

39 

UNKNOWN >gi_2706632_dbj_BAA24035_ 
sapiens] 



(AB006969) hGAAl [Homo 



Seq. No. 


300908 


Seq. ID 


LIB83-008-Q1-E1-E1 


Method 


BLASTN 


NCBI GI 


gl816587 


BLAST score 


61 


E value 


3.0e-26 


Match length 


61 


% identity 


100 


NCBI Description 


Zea mays LON2 protease (LON2) mRNA, complete 


Seq. No. 


300909 


Seq. ID 


LIB83-008-Q1-E1-E12 


Method 


BLASTX 


NCBI GI 


glOOllll 


BLAST score 


152 


E value 


6. 0e-10 


Match length 


115 


% identity 


30 


NCBI Description 


(D64001) hypothetical protein [Synechocystis 


Seq. No. 


300910 


Seq. ID 


LIB83-008-Q1-E1-G6 


Method 


BLASTN 


NCBI GI 


g3282393 


BLAST score 


38 


E value 


6.0e-12 


Match length 


122 


% identity 


83 


NCBI Description 


Oryza sativa aie2 mRNA, partial cds 


Seq. No. 


300911 


Seq. ID 


LIB83-008-Q1-E1-H10 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


35 


E value 


4.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 



42392 



Seq. No. 




Seq. ID 


LIBo3-UUo-Ql-El~Hlz 


Method 


BLASTX 


NCBI GI 


g3643610 


BLAST score 


353 


E value 


1 . Oe-33 


Match length 


75 


% identity 


88 


NCBI Description 


(AC005395) putative serine/threoi 




[Arabidopsis thaliana] 


Seq. No. 


o a n Q1 Q 


Seq. ID 


LIdoj UUo yi HjI no 


Method 


BLASTX 


NCBI GI 


g2217970 


BLAST score 


ion 

lo y 


E value 


o a « i a 

3 . Ue-14 


Match length 


134 


% identity 


13 


NCBI Description 


(Z97074) p4U (.Homo sapiens] 


Seq. No. 


o n a Ci i a 

300914 


Seq. ID 


LIB83-009-Q1-E1-D11 


Method 


BLASTX 


NCBI GI 


g2062167 


BLAST score 


284 


E value 


2 . Oe-25 


Match length 


104 


% identity 


54 


NCBI Description 


(AC001645) Proline-rich protein 




thaliana] 


Seq. No. 


300915 


Seq. ID 


LIBo3-0Uy-Ql-.Ll-.bJLU 


Method 


BLASTX 


NCBI GI 


g4544415 


BLAST score 


196 


E value 


4 . 0e-15 


Match length 


109 


% identity 


39 


NCBI Description 


(AC006955) putative polyprotein 


Seq. No. 


*3 A A A 1 f 

30091o 


Seq. ID 


LIBoo-009-Ql-El-Elz 


Method 


BLASTX 


NCBI GI 


g4415919 


BLAST score 


200 


E value 


8.0e-16 


Match length 


56 


% identity 


70 


.NCBI Description 


(AC006282) hypothetical protein 


Seq. No. 


300917 


Seq. ID 


LIB83-009-Q1-E1-E3 


Method 


BLASTN 


NCBI GI 


g2668741 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



124 

2.0e-63 

244 

88 

Zea mays glycine-rich RNA binding protein (GRP) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300918 

LIB83-009-Q1-E1-G8 

BLASTN 

g4336609 

311 

1.0e-175 

376 

96 

Zea mays sigma factor (sig3) mRNA, nuclear gene encoding 
chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300919 

LIB83-009-Q1-E1-H9 

BLASTN 

g2326946 

55 

4.0e-22 

126 

93 

Z.mays mRNA for chlorophyll a/b-binding protein CP29 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300920 

LIB83-010-Q1-E1-A11 

BLASTX 

gl707364 

144 

4.0e-ll 

50 
76 

(X94626) AATP2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300921 

LIB83-010-Q1-E1-A5 

BLASTX 

g3643599 

540 

2.0e-55 

137 

74 

(AC005395) putative trytophanyl-tRNA synthetase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300922 

LIB83-010-Q1-E1-F4 

BLASTX 

g3252866 

189 

3.0e-15 

74 

61 
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# 



NCBI Description (AF033535) putative zinc transporter [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300923 

LIB83-010-Q1-E1-G7 

BLASTX 

g2244996 

191 

2.0e-14 

44 
77 

(Z97341) similarity to a membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300924 

LIB83-011-Q1-E1-A11 

BLASTX 

g2088651 

232 

2.0e-19 

118 

47 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300925 

LIB83-011-Q1-E1-A4 

BLASTX 

gll70660 

255 

5.0e-22 

79 

65 

MEVALONATE KINASE (MK) >gi_541880_pir S42088 mevalonate 

kinase (EC 2.7.1.36) - Arabidopsis thaliana 
>gi_456614__emb_CAA54820_ (X77793) mevalonate kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300926 

LIB83-011-Q1-E1-B1 

BLASTX 

g549986 

185 

2.0e-22 

78 

72 

(U13149) 
ciliare] 



possible apospory-associated protein [Pennisetum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300927 

LIB83-011-Q1-E1-D9 

BLAST N 

g3821780 

36 

8.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
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Seq. No. 




Seq. ID 


LI Bo j-ull-Ql-El-r 4 


Method 


BLASTX 


NCBI GI 


g3608137 


BLAST score 


loz 


E value 


i . ue-io 


Match length 


73 


% identity 


A O 

4 o 


NCBI Description 


(AC005314) unknown protein [AraDiaopsis tnanana 


Seq. No. 




Seq. ID 


LIB83-011-Q1-E1-F6 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 




E value 


y . Ue-11 


Match length 


36 


-6 identity 


1UU 


NCBI Description 


Xenopus laevis cDNA clone 2/Ao-l 


Seq. No. 




Seq. ID 


LIB83-011-Ql-El-Fo 


Method 


BLASTX 


NCBI GI 


gl653230 


BLAST score 


158 


E value 


1.0e-10 


Match length 


55 


„ % identity 


60 


NCBI Description 


(D90912) hypothetical protein [Synechocystis sp. 


Seq. No. 


*"} A A A *"} "1 

300931 


Seq. ID 


LIB83-011-Q1-E1-G11 


Method 


BLASTX 


NCBI GI 


g3426035 


BLAST score 


153 


E value 


/I A 1 A 

4 . Oe-10 


Match length 


45 


% identity 


62 


NCBI Description 


(AC005168) putative ripening-associated protein 




[Arabidopsis thaliana] 


Seq. No. 


ouuyoz 


Seq. ID 


LIB83-012-Q1-E1-A7 


Method 


BLASTX 


NCBI GI 


gl655536 


BLAST score 


160 


E value 


5.0e-ll 


Match length 


69 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



48 

(Y09095) chloride channel [Arabidopsis thaliana] 
>gi_1742957_emb_CAA96059_ (Z71447) CLC-c chloride channel 
protein [Arabidopsis thaliana] 

300933 

LIB83-012-Q1-E1-B4 
BLASTX 
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# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4557657 
165 

2.0e-ll 

101 

35 

immature colon carcinoma transcript 1 

>gi_2136011_pir S63540 protein DS 1, 24K - human 

>gi_1045059_emb_CAA57387_ (X81788) ICT1 protein [Homo 
sapiens] 



Seq. No. 


300934 


Seq. ID 


LIdoj U 1Z — yl til 


Method 


dt Tic rnvr 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1 . 0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone liAb-± 


Seq. No. 


300935 


Seq. ID 


LIB83-012-Q1-E1-C9 


Method 


BLASTX 


NCBI GI 


g2224810 


BLAST score 


394 


E value 


2 . Oe-38 


Match length 


105 


% identity 


70 


NCBI Description 


(Z97022) cysteine proteinase [Hordeum vulga: 


Seq. No. 


300936 


Seq. ID 


LIB83-012-Q1-E1-D6 


Method 


BLASTX 


NCBI GI 


gl323748 


BLAST score 


240 


E value 


3.0e-20 


Match length 


122 


% identity 


47 


NCBI Description 


(U32430) thiol protease [Triticum aestivum] 


Seq. No. 


300937 


Seq. ID 


LIB83-012-Q1-E1-F7 


Method 


BLASTX 


NCBI GI 


g2760836 


BLAST score 


191 


E value 


2.0e-14 


Match length 


75 


% identity 


51 


NCBI Description 


(AC003105) putative Ser/Thr protein kinase 




thaliana] 


Seq. No. 


300938 


Seq. ID 


LIB83-012-Q1-E1-G1 


Method 


BLASTX 


NCBI GI 


g3451473 


BLAST score 


146 


E value 


3.0e-09 
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Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 
57 

(AL031349) 4-nitrophenylphosphatase [Schizosaccharomyces 
pombe] 

300939 

LIB83-012-Q1-E1-G10 

BLASTX 

g4467128 

221 

4.0e-18 

112 
46 

(AL035538) putative protein [Arabidopsis thaliana] 
300940 

LIB83-013-Q1-E1-A3 

BLASTX 

g2213611 

155 

3.0e-10 

115 

30 

(AC000103) F21J9.5 [Arabidopsis thaliana] 



300941 

LIB83-013-Q1-E1-B8 

BLASTX 

g3608412 

369 

2.0e-35 

118 

59 

(AF079355) protein phosphatase-2c 
crystallinum] 



[ Me s embr y ant hemum 



300942 

LIB83-013-Q1-E1-B9 

BLASTN 

g3821780 

36 

4.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
300943 

LIB83-013-Q1-E1-D5 

BLASTX 

gll70949 

158 

1.0e-10 

105 
34 

SERINE/THREONINE-PROTEIN KINASE MHK >gi_481207_pir S38327 

protein kinase - Arabidopsis thaliana >gi_166811 (L0724 9) 
protein kinase [Arabidopsis thaliana] 



42398 




CJ o rr Mo 
ot;^ • 1MU . 




Oct}. 1U 


XiXDOO UXO yl Ej± sLi±\J 


Method 


BLASTX 


NCBI GI 


g3201680 


iD±j£±o± score 


^ f± D 


E value 


4 . ue~zx 


Match length 


yu 


t5 _i_cienT._LT_y 


D / 


JNUoi Descrxprxon 


^/\rUt>uy4±; extra xarge b prouein LAraDiaopsis tiidiiana, 


Oct} . JNO • 




oeq. 1U 


blDOj U 1j yi Ll d11 


Method 


BLASTX 


NCBI GI 


g2809246 


tsLiAoi score 


J 0 J 


cj vaxue 


i . ue j4 


Match length 


1 1 Q 

x x y 


0 -LUtSil L J- l. y 


o 


"NT TD "T* r\ f~\ "V~ T "¥™\ 4" T /™\ T^V 

ino-dx uescription 






OUU .74 D 


beg. lu 


IjXoo O - U 1 0 - y 1 — Ci 1 — Jli 1 Z 


Method 


BLASTN 


NCBI GI 


gl68527 


BLAST score 


lou 


E value 


4 . Ue-o / 


Match length 


144 


% identity 


QQ 

yo 


NCBI Description 


Maize NADP -dependent malic enzyme (Mel) mRNA, complete 


LNO. 




ucCji XJJ 


LiOO J UXO yl I1»X r D 


Method 


BLASTX 


NCBI GI 


g!497987 


bLAbi score 


D4 0 


E value 


z . Ue-OD 


Match length 


TOO 
IJO 


% identity 


/ y 


NCBI Description 


(UDZ/yo; oLAKhLKUW [Araoiaopsxs rnaixanaj 


C! d /r Mo 

oeq. no. 


onn Q4 p 
ouu yft o 


Qoo- TPl 

oeq. iu 


T TUft^-m "3 _A1 — T1 — H4 

biDoj u 1j yi Hii ni 


Method 


BLASTX 


NCBI GI 


g2961383 


bLAbi score 




E value 


1 . Ue-1 / 


Match length 


a rr 

4o 


-s identity 


Q C 
OO 


NCBI Description 


(AL022141) putative protein [Arabidopsis thaliana] 


Seq. No. 


300949 


Seq. ID 


LIB83-014-Q1-E1-B8 


Method 


BLASTX 


NCBI GI 


g3212866 


BLAST score 


153 


E value 


5.0e-10 



42399 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 
53 

(AC004005) 



unknown protein [Arabidopsis thaliana] 



300950 

LIB83-014-Q1-E1-C5 

BLASTX 

g4262146 

154 

4.0e-10 

111 

32 

(AC005275) predicted protein of unknown function 
[Arabidopsis thaliana] 

300951 

LIB83-014-Q1-E1-C8 

BLASTX 

gl32918 

202 

8.0e-16 

56 

79 

SOS RIBOSOMAL PROTEIN L35, CHLOROPLAST PRECURSOR (CL35) 

>gi_81486_pir A361G7 ribosomal protein L35 precursor, 

chloroplast - spinach >gi_170139 (M6044 9) ribosomal protein 
L35 [Spinacia oleracea] 

300952 

LIB83-014-Q1-E1-D6 

BLASTN 

gll59878 

48 

7.0e-18 

80 
90 

A.fatua mRNA for DNA-binding protein (clone ABF2) 
300953 

LIB83-014-Q1-E1-D8 

BLASTX 

g4115388 

488 

3.0e-49 

133 

68 

(AC005967) 
thaliana] 



putative prolylcarboxypeptidase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



300954 

LIB83-014-Q1-E1-E11 

BLASTX 

g4099921 

209 

9.0e-17 

72 
54 
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"MOTS T Haopr i T~\"i~ n r^Ti 

lnvw'Jdx ueoCi. .ip lxuii 


ffTQIQft^M ERERP— ^ hotnnloCT rstvlosanthes hainatal 


Q s-\ r^r 

oeq» ln 0 . 


O VJ \J 7J J 


Oct]. XlJ 


T,TR8^-01 4-01 -E1-E2 


l v it? i^xivju 




NCBI GI 


g4376637 


BLAST score 


195 


Hj Value 




jyiaL.cn xengun 


1 ^4 


% identity 




lnl-ijX uescr xptxon 


f i\T?nni £901 i-wiT^eiwI f*"R"KTA ^3 wn "h Vi "h 3 rPVil srnvrH a ■nnfMiTTioni a° 1 

V riHi U vJ x O U J LylUuDyi. LINX-Nri oyilLllc uaoc |_ ^11 x a.iLL_y uxa yiicLuuunxac j 


beq. wo. 


O A A QC £ 




LIR83- 01 5-01 -El-All 


L v ±c LilUU 


JDixrio x a 


NCBI GI 


g2642158 


BLAST score 


292 


E value 




jyiarcn xengun 


7 Q 


% identity 


D 0 


\T f 1 12 X T""\ a ei "v* i t"\ f i /mi 

jnudx uescnpLion 


fZlPOn^finrn Vn/r^nl-heat- i r«ja 1 nrnfpi n fRr^hi rJrj'n^i thai i anal 


beq. MO. 






T.TRR^-ni S-01 -El -Pfi 

XlXDO J UU yx X_i X 




D XJ2T.O X /\ 




CjO^J / 3 D 


BLAST score 


157 


E value 


' 2-0e-10 


Match length 


7 1 


% identity 


01 


NCBI Description 


tuizoyi; Dera— gaiactosiciase axpna pepmae [uiomng veotoi 




poporuz j 


beq. iNO. 


*D A A QC Q 


beq. ±u 


T TRfi? — 01 R— 01 —El — PP 
LIDO J UlJ \„/X Hix 


i v ieT-.nou. 


"RT AQTY 


Mr'Ta t r* t 
NLbX \j± 


^^^^ ^ 1 Rfl 


BLAST score 




& vaxue 


o • ue u ^ 


Match length 


ft -3 


% identity 


67 


NCBI Description 


MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR 








cnioropnyxx iuagnesxuin. cnexacase ^Jiiu t ±*yy* • / buyucdn 




Cnxoropxasu -^gx 1 / Ji^oy CLDj C/ihUO^; j1 ^ui jo j / j rrjy ^nexa t_d. 




siiDunxTi. ( 4 0 ku ; [taxyexne inaxj 


beq. No. 


O A A Q C Q 


Qnrf T Pi 

beq. xu 


T TRP?-D1 R-OI -El -D1 1 




Oxirlo X In 


MPDT r<T 
IN^DJ. ox 




BLAST score 


52 


E value 


3.0e-20 


Match length 


72 


% identity 


93 


NCBI Description 


H. vulgare pZE4 0 gene 



42401 



Seq. No. 300960 

Seq. ID LIB83-015-Q1-E1-G12 

Method BLASTX 

NCBI GI g602292 

BLAST score 217 

E value 1.0e-17 

Match length 93 

% identity 54 

NCBI Description (U17987) RCH2 protein [Brassica napus] 

Seq. No. 300961 

Seq. ID LIB83-015-Q1-E1-G6 

Method BLASTX 

NCBI GI g2406563 

BLAST score 356 

E value 8.0e-34 

Match length 139 

% identity 18 

NCBI Description (U62897) carboxypeptidase D precursor [Rattus norvegicus] 

Seq. No. 300962 

Seq. ID LIB83-015-Q1-E1-H1 

Method BLASTX 

NCBI GI g3355474 

BLAST score 284 

E value 2.0e-25 

Match length 92 

% identity 59 

NCBI Description (AC004218) unknown protein [Arabidopsis thaliana] 

Seq. No. 300963 

Seq. ID LIB83-016-Q1-E1-C1 

Method BLASTX 

NCBI GI g2213632 

BLAST score 498 

E value 2.0e-50 

Match length 127 

% identity 67 

NCBI Description (AC000103) F21J9.24 [Arabidopsis thaliana] 

Seq. No. 300964 

Seq. ID LIB83-016-Q1-E1-C2 

Method BLASTX 

NCBI GI g483410 

BLAST score 195 

E value 6.0e-15 

Match length 74 

% identity 57 

NCBI Description (L01496) calmodulin-binding protein [Zea mays] 

Seq. No. 300965 

Seq. ID LIB83-016-Q1-E1-H6 

Method BLASTX 

NCBI GI gl838961 

BLAST score 284 

E value 2.0e-25 

Match length 112 



42402 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 

(Y10994) acyl carrier protein [Casuarina glauca] 
300966 

LIB84-001-Q1-E1-A4 

BLASTX 

g4056456 

258 

2.0e-22 

74 

70 

(AC005990) Strong similarity to gb_U20808 auxin-induced 
protein from Vigna radiata and a member of the zinc-binding 
dehydrogenase family PF_00107. ESTs gb_T43674, gb_H77006 
and gb_AA395179 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300967 

LIB84-001-Q1-E1-E9 

BLASTX 

g3024440 

217 

4.0e-20 

76 
72 

PROTEASOME DELTA CHAIN PRECURSOR (MULT I CATALYTIC 
ENDOPEPTIDASE COMPLEX DELTA CHAIN) 

>gi_1743356_emb_CAA70699_ (Y09505) proteasome delta subunit 
[Nicotiana tabacum] 



Seq. No. 


300968 


Seq. ID 


LIB84-001 


Method 


BLASTX 


NCBI GI 


g2673913 


BLAST score 


200 


E value 


2.0e-15 


Match length 


128 


% identity 


37 


NCBI Description 


(AC002561 


Seq. No. 


300969 


Seq. ID 


LIB84-003 


Method 


BLASTX 


NCBI GI 


g4139264 


BLAST score 


157 


E value 


2.0e-13 


Match length 


69 


% identity 


61 


NCBI Description 


(AF111812 


Seq. No. 


300970 


Seq. ID 


LIB84-003 


Method 


BLASTX 


NCBI GI 


gl652591 


BLAST score 


201 


E value 


1.0e-15 


Match length 


66 


% identity 


56 



[Brassica napus] 
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NCBI Description 



(D90906) chloroplast import-associated channel IAP75 
[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300971 

LIB84-003-Q1-E1-C10 

BLASTX 

gll5771 

412 

1.0e-40 

80 

93 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X147 94) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

300972 

LIB84-003-Q1-E1-D12 

BLASTX 

g3335355 

162 

1.0e-ll 

45 

24 

(AC004512) Match to polyubiquitin DNA gb_L05401 from A. 
thaliana. Contains insertion of mitochondrial NADH 
dehydrogenase gb_X82618 and gb_X98301. May be a pseudogene 
with an expressed insert. EST gb_AA586248 comes from this 
region. [Arabi 



Seq. No. 


300973 


Seq. ID 


LIB84-003-Q1-E1-D2 


Method 


BLASTX 


NCBI GI 


g4220592 


BLAST score 


364 


E value 


9.0e-35 


Match length 


141 


% identity 


53 


NCBI Description 


(AB010086) nicotianamine synthase 1 [Hordeum vulgare] 


Seq. No. 


300974 


Seq. ID 


LIB84-003-Q1-E1-E6 


Method 


BLASTX 


NCBI GI 


g4455287 


BLAST score 


184 


E value 


7.0e-14 


Match length 


61 


% identity 


61 


NCBI Description 


(AL035527) putative protein [Arabidopsis thaliana] 


Seq. No. 


300975 


Seq. ID 


LIB84-003-Q1-E1-F10 


Method 


BLASTN 


NCBI GI 


gl2474 


BLAST score 


114 


E value 


3.0e-57 



42404 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



282 
86 

Zea mays chloroplast tV-UAC gene for transfer RNA-Val (UAC) 
300976 

LIB84-003-Q1-E1-G11 

BLASTX 

g3377950 

326 

2.0e-30 

113 

55 

(AJ009830) 
comosus] 



cysteine proteinase precursor, AN11 [Ananas 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300977 

LIB84-003-Q1-E1-G7 

BLASTX 

gl877221 

267 

2.0e-23 

109 

51 

(Z83834] 
(Y14573] 



Mlo [Hordeum vulgare] >gi_28 94377_emb_CAA74909 . 1_ 
Mlo protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



300978 

LIB84-003-Q1-E1-H10 

BLASTN 

g902200 

156 

2.0e-82 

354 

99 

Z.mays complete chloroplast genome 
300979 

LIB84-004-Q1-E1-A2 

BLASTX 

gl32147 

326 

2.0e-30 

90 

72 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
(RUBISCO SMALL SUBUNIT) >gi_68089__pir RKZMS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - maize >gi_22474_emb_CAA29784_ (X06535) 
ribulose-1, 5-bisphosphate carboxylase (RuBPC) precursor 
[Zea mays] >gi_217964_dbj_BAA00120_ (D00170) ribulose 
1, 5-bisphosphate carboxylase small subunit [Zea mays] 

>gi_359512_prf 1312317A ribulosebisphosphate carboxylase 

[Zea mays] 

300980 

LIB84-004-Q1-E1-A5 
BLASTX 



42405 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3024762 
166 

4.0e-16 

130 
41 

TRNA PSEUDOURIDINE SYNTHASE B (TRNA PSEUDOURIDINE 55 
SYNTHASE) (PSI55 SYNTHASE) {PSEUDOURIDYLATE SYNTHASE) 
(URACIL HYDROLYASE) >gi_2624315_emb_CAA15588__ (AL008967) 
truB. [Mycobacterium tuberculosis] 



Seq. No. 


f\ r\ f\ r\ *i 

300981 


Seq. ID 


LIBo4-UU4-Ql-El-Cz 


Method 


TIT TV omv 

BLAST X 


NCBI GI 


gzobo / 4z 


BLAST score 


432 


E value 


1.0e-42 


Match length 


86 


% identity 


98 


NCBI Description 


(AF034 945) glycine-: 


Seq. No. 


300982 


Seq. ID 


LIB84-004-Q1-E1-C5 


Method 


BLASTX 


NCBI GI 


gf352200 


BLAST score 


185 


E value 


2.0e-14 


Match length 


69 


% identity 


75 


NCBI Description 


CHLOROPLAST TRIOSE 



PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) 
>gi_480909_pir S37497 triose 

phosphate/3-phosphoglycerate/phosphate translocator - maize 
>gi_405635_emb_CAA81349_ (Z26595) triose 
phosphate/phosphate translocator [Zea mays] 



Seq. No. 


300983 


Seq. ID 


LIB84-004- 


Method 


BLASTN 


NCBI GI 


gl9090 


BLAST score 


46 


E value 


1.0e-16 


Match length 


98 


% identity 


87 


NCBI Description 


H. vulgare 


Seq. No. 


300984 


Seq. ID 


LIB84-004 


Method 


BLASTN 


NCBI GI 


g596077 


BLAST score 


114 


E value 


2.0e-57 


Match length 


298 


% identity 


85 


NCBI Description 


Zea mays 




complete 


Seq. No. 


300985 


Seq. ID 


LIB84-004 



(t hi 1-1) mRNA, 



cds 



42406 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g3152613 

271 

7.0e-24 

127 

41 

(AC004482) hypothetical protein [Arabidopsis thaliana] 
300986 

LIB84-004-Q1-E1-G12 

BLASTX 

g3925363 

379 

1.0e-43 

127 
76 

(AF067961) homeodomain protein [Malus domestical 
300987 

LIB84-005-Q1-E1-E10 

BLASTX 

g4508077 

177 

2.0e-13 

49 
65 

(AC005882) 



62114 [Arabidopsis thaliana] 



300988 

LIB84-005-Q1-E1-F12 

BLASTX 

g4455309 

223 

3.0e-18 

70 

61 

(AL035528) hypothetical protein [Arabidopsis thaliana] 
300989 

LIB84-005-Q1-E1-F7 

BLASTX 

g4115536 

345 

1.0e-32 - 

121 

57 

(AB012115) UDP-glycose:flavonoid glycosyltransf erase [Vigna 
mungo ] 

300990 

LIB84-006-Q1-E1-A3 

BLASTX 

gl800219 

327 

7.0e-31 

81 

78 



42407 



NCBI Description (U56731) phytochrome C [Sorghum bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300991 

LIB84-006-Q1-E1-B3 

BLASTX 

g4454472 

169 

2.0e-12 

54 
57 

(AC006234) unknown protein [Arabidopsis thaliana] 
300992 

LIB84-006-Q1-E1-C3 

BLASTX 

gll74745 

262 

4.0e-23 

73 

73 

TRIOSEPHOSPHATE ISOMERASE, CHLOROPLAST PRECURSOR (TIM) 

>gi_1363523__pir S53761 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - rye 

>gi_609262_emb_CAA83533_ (Z32521) triosephosphate isomerase 

[Secale cereale] >gi_10954 94_prf 2109226B triosephosphate 

isomerase [Secale cereale] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300993 

LIB84-006-Q1-E1-E6 

BLASTX 

g4006872 

266 

2.0e-23 

95 

52 

(Z99707) iaethionyl aminopeptidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 


300994 


Seq. ID 


LIB84-008-Q1-E1-A3 


Method 


BLASTX 


NCBI GI 


g3290006 


BLAST score 


315 


E value 


4.0e-29 


Match length 


73 


% identity 


77 


NCBI Description 


(U82201) pathogenesis 


Seq. No. 


300995 


Seq. ID 


LIB84-008-Q1-E1-A8 


Method 


BLASTX 


NCBI GI 


g2505870 


BLAST score 


333 


E value 


4.0e-31 


Match length 


76 


% identity 


82 


NCBI Description 


(Y12227) hypothetical 



-5 [Zea mays] 



42408 



beg. wo. 




Seq. ID 


TTDQ/I f\n$5— A1 —TTl — 2iQ 

lido4 _ uuo yi dx 


Method 


BLASTX 


NCBI GI 


g2244876 


oijiioi score 


999 
zzz 


E value 


y . ue i y 


Match lengtn 


1 1 9 


% identity 


ou 


NCBI Description 


v^y/oJoj nypoune ncai pj_oue±ii Lrtiauiuu^cis i-iiax. 


beq. wo. 




beq. 1U 




Method 


BLASTN 


NCBI GI 


g902200 


BLAST score 


/ 0 


E value 


o . Ue-ob 


Match length 


1 A 1 

141 


% identity 


an 
yu 


NCBI Description 


Z.niays complete chloroplast genome 


beq. jmo . 


o nn QQfi 
jUU y y o 


Seq. ID 


T TT3Q/1 — flflQ- Pll —TTl —C] 1 

L1do*1 UUo yi Hil ull 


Method 


DT 7\ 0<"PV 


NCBI GI 


1 on 1 / i 
g41oOl41 


BLAST score 


410 


E value 


4.0e-40 


Match length 


122 


% identity 


67 


NCBI Description 


(AC005724) putative calmodul in-binding protein 




thaliana] 



Seq. No. 


300999 


Seq. ID 


LIB84-008-Q1-E1-G4 


Method 


BLASTX 


NCBI GI 


g4191779 


BLAST score 


259 


E value 


2.0e-22 


Match length 


132 


% identity 


44 


NCBI Description 


(AC005917) putative recA protein [Arabidopsis 


Seq. No. 


301000 


Seq. ID 


LIB84-010-Q1-E1-C4 


Method 


BLASTN 


NCBI GI 


g5091496 


BLAST score 


44 


E value 


2.0e-15 


Match length 


48 


% identity 


98 


NCBI Description 


Oryza sativa genomic DNA, chromosome 6, clone 




complete sequence 


Seq. No. 


301001 


Seq. ID 


LIB84-010-Q1-E1-D7 


Method 


BLASTN 


NCBI GI 


g998429 



42409 



BLAST score 


36 


E value 


9.0e-ll 


Match length 


04 


-s identity 


Q Q 

o y 


NCBI Description 


(jKh i— general regulatory xaccor L^ea itiays/ a.lou, (aenomic, 






Seq. No. 


301002 


Seq. ID 


Llbo4-Ull-Ul-Hil _ Uo 


Metnod 


TDT 7\ CTV 

rS-LAbl A 


NCBI GI 


g2246378 


BLAST score 


220 


E value 


/ . Ue-lo 


Matcn lengtn 


O / 


% identity 


51 


NCBI Description 


(^obuy4; piascic protein [/iraoiaopsis mananaj 


Seq. No. 


O A 1 A A "3 

3U1UU3 


beq. iu 


Llbo4-Ull~yi til r y 


Method 


T3T 7\ C""PV 


NCBI GI 


g4512684 


BLAST score 


160 


E value 


6.0e-ll 


Match length 


76 


% identity 


4 / 


NCBI Description 


(AC006931) unknown protein [Arabidopsis thaliana] 




>gi 4559324 gb AAD2298o.l ACUO/Uo/ 5 (ACUU/Uo/j unicnown 




protein [Arabidopsis thaliana] 


Seq. No. 


301004 


Seq. ID 


LIBo4-UlZ-Ql-El-Cy 


Method 


BLASTN 


NCBI GI 


g236729 


BLAST score 


69 


E value 


O A — . 11 

8 . Oe-31 


Match length 


126 


% identity 


89 


NCBI Description 


metal lothionein homologue [Zea mays, Genomic /mRNA, 1859 


Seq. No. 


301005 


Seq. ID 


t t"do/i A*i o ^ i m o r\c 


Metnoa 


nliAolN 


NCBI GI 


g2668739 


Dij/to j. score 




E value 


8.0e-36 


Match length 


192 


% identity 


93 


NCBI Description 


Zea mays translation initiation factor GOS2 (TIF) mRNA, 




complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



301006 

LIB84-012-Q1-E12-E4 

BLASTX 

g417103 

184 

5.0e-16 
89 



42410 



% identity 57 

NCBI Description HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3 . 3 like protein 
[Arabidopsis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U094 64) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb__CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916 . 1__ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1__ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 


301007 




Seq. ID 


LIB84-013- 


-Q1-E1-D10 


Method 


BLASTX 




NCBI GI 


g4262183 




BLAST score 


283 




E value 


2.0e-25 




Match length 


71 




% identity 


77 




NCBI Description 


(AC005508) 


i 51434 [Arabidopsis thaliana] 


Seq. No. 


301008 




Seq. ID 


LIB84-013- 


-Q1-E1-F2 


Method 


BLASTX 




NCBI GI 


g3281861 




BLAST score 


182 




E value 


2.0e-13 




Match length 


116 




% identity 


32 




NCBI Description 


(AL031004] 


) putative protein [Arabidopsis thaliana] 


Seq. No. 


301009 




Seq. ID 


LIB84-013- 


-Q1-E1-G11 


Method 


BLASTX 




NCBI GI 


g3643605 




BLAST score 


176 




E value 


9.0e-13 




Match length 


67 




% identity 


52 




NCBI Description 


(AC005395] 


| hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


301010 




Seq. ID 


LIB84-013- 


-Q1-E1-G4 


Method 


BLASTX 




NCBI GI 


g3650028 




BLAST score 


375 




E value 


4.0e-36 





42411 



Match length 

% identity 

NCBI Description 



104 
62 

(AC005396) putative 22 kDa peroxisomal membrane protein 
[Arabidopsis thaliana] 



Seq. No. 


JU1U11 


Seq. ID 


blrSo4-Ulo _ yi — Hil nlU 


Method 


BLASTX 


NCBI GI 


gzo jio^j 


BLAST score 


o Oi n 


E value 


z . Ue-z / 


Match length 




% identity 


61 


NCBI Description 


(AL021710) hypothetical protein [Arab. 


Seq. No. 


oOlOlz 


Seq. ID 


LIB84-013-Q1-E1-HJ 


Method 


BLASTX 


NCBI GI 


gl653665 


BLAST score 


219 


E value 


8 . Oe-18 


Match length 


130 


% identity 


37 


NCBI Description 


(D90915) peptide chain release factor 


Seq. No. 


301013 


Seq. ID 


LIB84-013-Q1-E1-H4 


Method 


BLASTX 


NCBI GI 


g4099914 


BLAST score 


216 


E value 


2 . Oe-17 


Match length 


83 


% identity 




NCBI Description 


(U91857) ethylene-responsive element 




homolog [Stylosanthes hamata] 


Seq. No. 


301014 


Seq. ID 


LIB84-013-Q1-E1-H6 


Method 


BLASTX 


NCBI GI 


gll5786 


BLAST score 


333 


E value 


3.0e-31 


Match length 


82 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



79 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 

301015 

LIB84-014-Q1-E1-A1 

BLASTN 

g2062691 

37 

2.0e-ll 

37 

100 



42412 



NCBI Description Human sodium phosphate transporter (NPT4 } mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301016 

LIB84-014-Q1-E1-C6 

BLASTX 

g2494893 

392 

5.0e-38 

100 

64 

CHROMATIN ASSEMBLY FACTOR 1 P48 SUBUNIT (CAF-1 P48 SUBUNIT) 
(RETINOBLASTOMA BINDING PROTEIN P4 8) 

(RETINOBLASTOMA-BINDING PROTEIN 4) >gi_2137734_pir 14 9366 

retinoblastoma-binding protein mRbAp48 - mouse >gi_1016275 

(U35141) retinoblastoma-binding protein mRbAp48 [Mus 

musculus] >gi_1585656_prf 2201425A retinoblastoma-binding 

protein [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301017 

LIB84-014-Q1-E1-D9 

BLASTN 

g4176423 

53 

5.0e-21 

73 

93 

Oryza sativa rpll2-2 gene for chloroplast ribosomal protein 
L12, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301018 

LIB84-014-Q1-E1-G7 

BLASTN 

g2446997 

111 

1.0e-55 

292 
91 

Zea mays FAD 7 gene for fatty acid desaturase, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301019 

LIB84-015-Q1-E1-B6 

BLASTX 

g4582468 

209 

1.0e-32 

101 

76 

(AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301020 

LIB84-015-Q1-E1-C4 

BLASTX 

g3377762 

390 

8.0e-38 



42413 



Match length 

% identity 

NCBI Description 



129 
63 

(AF079850) nodule-enhanced malate dehydrogenase [Pisum 
sativum] 



Seq. No. 




Seq. ID 


T TT3Q A —HI £ - 
L1D04— U10 - 


Method 


BLASTX 


NCBI GI 


go f Jo Jzy 


BLAST score 


DO 1 


E value 


y . ue-j / 


Match length 




% identity 


ft i 


NCBI Description 




Seq. No. 


301022 


Seq. ID 


t tdq a m i; 


Method 


BLASTX 


NCBI GI 


g26o4zl(J 


BLAST score 


joll 


E value 


1 . Oe-36 


Match length 


79 


% identity 




NCBI Description 






thaliana] 


Seq. No. 


301023 


Seq. ID 


LIB84-015 


Method 


BLASTX 


NCBI GI 


gl076800 


BLAST score 


340 


E value 


5.0e-32 


Match length 


118 


% identity 


59 



unknown protein [Arabidopsis thaliana] 



-F6 



-H5 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



L-ascorbate peroxidase (EC 1.11.1.11), cytosolic isozyme - 
maize >gi_600116_emb_CAA84406_ (Z34934) cytosolic ascorbate 

peroxidase [Zea mays] >gi_1096503_prf 2111423A ascorbate 

peroxidase [Zea mays] 

301024 

LIB84-016-Q1-E1-E8 

BLASTX 

g2459446 

264 

5.0e-23 

135 

43 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



301025 

LIB84-016-Q1-E1-F2 

BLASTX 

gll5815 

518 

6.0e-53 
105 



42414 



% identity 

NCBI Description 



90 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi__100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 



Seq. No. 


O A 1 a O f 

301026 


Seq. ID 


LIB84-016-Q1-E1-G9 


Method 


BLASTN 


NCBI GI 


goU /14 / 


BLAST score 


C A 

54 


E value 




Match length 


00 


% identity 


95 


NCBI Description 


P.abies (L.)Karst. Lhcbl*l mRNA for 




chlorophyll a/b-binding protein 


Seq. No. 


301027 


Seq. ID 


LIB84-017-Q1-E1-AO 


Method 


BLASTX 


NCBI GI 


g2425066 


BLAST score 


153 


E value 


1 A — . 1 A 

1 . Oe-10 


Match length 


61 


% identity 


49 


NCBI Description 


(AF019147) cysteine proteinase Mir3 


Seq. No. 


301028 


Seq. ID 


LIB84-017-Ql-El-Bo 


Method 


BLASTX 


NCBI GI 


g2407279 


BLAST score 


213 


E value 


A A ^ 1 *7 

4 . Ue-1 / 


Match length 


101 


% identity 


50 


NCBI Description 


(AF017362) aldolase [Oryza sativa] 


Seq. No. 


301029 


Seq. ID 


LIB84-017-Q1-E1-C11 


Method 


BLAST N 


NCBI GI 


g22324 


BLAST score 


42 


E value 


9 . Oe-15 


Match length 


1 1 A 
11U 


% identity 


85 


NCBI Description 


Z.mays mRNA for H2B histone (clone < 


Seq. No. 


301030 


Seq. ID 


LIB84-017-Q1-E1-F2 


Method 


BLASTX 


NCBI GI 


g4455248 


BLAST score 


271 


E value 


7.0e-24 


Match length 


77 


% identity 


74 


NCBI Description 


(AL035523) acyl carrier-like protei: 



42415 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301031 

LIB84-021-Q1-E1-A8 

BLASTN 

g4140643 

52 

2.0e-20 

108 

87 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301032 

LIB84-021-Q1-E1-B1 

BLASTX 

g2828292 

411 

2.0e-40 

121 

68 

(AL021687) neoxanthin cleavage enzyme-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301033 

LIB84-021-Q1-E1-B5 

BLASTX 

g4505337 

146 

8.0e-10 

69 

52 

nucleotide binding protein 1 (E.coli MinD like) 
>giJL709232_sp_P53384_NBP_HUMAN NUCLEOT I DE-BINDING PROTEIN 

(NBP) >gi_1082661_pir JC4010 nucleotide-binding protein - 

human >gi_515644 (U01833) putative nucleotide-binding 
protein [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301034 

LIB84-021-Q1-E1-F12 

BLASTX 

g531467 

304 

7.0e-28 

119 

52 

(U12977) similar to glycerol-3-phosphate-dehydrogenase, 
GenBank Accession Number U00039, and Swiss-Prot Accession 
Number P13706 [Pseudomonas lemoignei] 

301035 

LIB84-022-Q1-E1-G12 

BLASTX 

g2632254 

396 

8.0e-39 

95 

83 



42416 



NCBI Description (Y12465) serine/threonine kinase [Sorghum bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301036 

LIB84-023-Q1-E1-B3 

BLASTX 

g2239260 

533 

1.0e-54 

109 
95 

(Y13734) cinnamoyl CoA reductase 



[Zea mays] 



301037 

LIB84-023-Q1-E1-B4 

BLASTX 

g3738333 

141 

3.0e-ll 

63 

53 

(AC005170) unknown protein [Arabidopsis thaliana] 



301038 

LIB84-023-Q1-E1-B6 

BLASTN 

g2062705 

33 

3.0e-09 

41 

95 

Human butyrophilin (BTF5) mRNA, 



complete cds 



301039 

LIB84-023-Q1-E1-D5 

BLASTX 

g4587589 

242 

1.0e-20 

107 

45 

(AC007232) hypothetical protein [Arabidopsis thaliana] 
301040 

LIB84-023-Q1-E1-E2 

BLASTX 

g4539437 

304 

7.0e-28 

111 

56 

(AL04 9523) putative protein [Arabidopsis thaliana] 
301041 

LIB84-023-Q1-E1-E6 

BLASTX 

gl658313 

397 



42417 



E value 


y . ue 


Match length 


y i 


"% identity 




JNL'DX uescripLion 


^Y^ftQft7^ ncsr*40a? fOrvza satival 


Seq. No. 


OU1U41Z 


beq. iu 




Method 


BLASTX 


NCBI GI 


— O O ^7 O O" CO 

g3873752 


BLAST score 


185 


E value 


7 . Oe-14 


Match length 


85 


% identity 


46 


NCbi Description 


f*7££R1cn <= -i tyi -I 1 r- t-r» ovfll \/l — fnA Hprarhoxvlase: cDNA EST 


EilXloXi . u 1 1 0 -? 1 COIU.es LxUIU L.illo ytzXlt;/ OULNri doi dlidu. uwu^u^ 




_ _ _ jt„ ■ _, /^nKTZi PCJT TTTVCRT. * Pl7 "3 ^ 1 0 C OTT1 P <3 "pTOITt this 

comes rroiti ims gene/ cliin-h jloi hjixidxj . jj / jji^ ouuieo j-l^l uh^o 




Qene/ CUNri EiOl £iL v lDJj*Ur U JOO UUIlloo IiUILL LilXo yciiC/ v^L^j.N.ri j_tk_j j. 


Seq. No. 


oulU4o 


Seq. ID 


T TT3Q vl — HOyl — Hi — TP 1 —Hi 
lill5o4 UZ4~^1 iiil Ul 


Method 


BLASTN 


NCBI GI 


g433459 


BLAST score 


104 


E value 


i * ue o i 


Match length 


i no 

xyz 


% identity 


90 


NCBI Description 


Zi.ltiays niKiNii ior lerreuoxin LruuicuuAiii xcuubiaoc 


Seq. No. 


301044 


Seq. ID 


Lloo4""U^4 — yi Jil rift 


Method 


BLASTX 


NCBI GI 


gl431629 


BLAST score 


151 


E value 


-7 O— T A 

/ . ue— iu 


Match length 


3D 


% identity 


46 


NCBI Description 


pSCtlllaGetyicb Lclabc picOULDUi [ vxyna j_ j 


Seq. No. 


301045 


Seq. ID 


TTDO/1 AO/1 A1 —TP 1 — E 1 R 

Llr>o4-Uz4-yi-.£jl - iljO 


Method 


fit t\ fi m v 

BLASTX 


NCBI GI 


gll5771 


BLAST score 


DO I 


E value 


1 . Oe-58 


Match length 


inn 

109 


% identity 


96 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 


(LAd~"1J \un\^r) ^gi oZOOi pir oUhhdo oiixuJ.upiiy-Lx 




a/b— binding protein precursor — maize 




>gi ^ZZZ4 eniD L-AAo^yuu v-^-'-^'-'^J caioropnyii <x/u jju-iKaxiiy 




preprotem (Ah i - zoz; LZiea maysj 


Seq. No. 


301046 


Seq. ID 


LIB84-024-Q1-E1-G10 


Method 


BLASTX 


NCBI GI 


g3522943 


BLAST score 


336 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-31 

83 

41 

(AC004411) 



putative p-glycoprotein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301047 

LIB84-024-Q1-E1-G9 

BLASTX 

gl708899 

139 

6.0e-09 

56 

54 

MANNOSYL-OLIGOSACCHARIDE ALPHA-1, 2-MANNOSIDASE ISOFORM 1 

{ MAN ( 9 ) -ALPHA-MANNOS I DASE ) >gi_2133635_pir S60709 alpha 

1,2 mannosidase precursor - fruit fly (Drosophila 
melanogaster) >gi_840754_emb_CAA57 962_ (X82640) alpha 1,2 
mannosidase [Drosophila melanogaster] 

301048 

LIB84-025-Q1-E1-B12 

BLASTX 

g3335060 

342 

1.0e-36 

100 
85 

(AF025842) plasma membrane-type calcium ATPase [Arabidopsis 
thaliana] >gi_44 68989_einb_CAB38303_ (AL035605) plasma 
membrane-type calcium ATPase (ACA2) [Arabidopsis thaliana] 

301049 

LIB84-025-Q1-E1-B9 

BLASTX 

g3643605 

158 

8.0e-ll 

55 

53 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
301050 

LIB84-026-Q1-E1-A11 

BLASTN 

g218171 

46 

8.0e-17 

98 

87 

Oryza sativa mRNA for type I light-harvesting chlorophyll 
a/b binding protein of photosystem II (LHCPII), complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



301051 

LIB84-026-Q1-E1-B5 

BLASTX 

g3293555 



42419 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



364 

8.0e-35 

71 
97 

(AF072931) 
sativa] 



chlorophyll a/b binding protein [Medicago 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301052 

LIB84-026-Q1-E1-B7 

BLASTX 

gll5800 

430 

1.0e-42 

101 

81 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-3) (LHCP) >gi_81771_pir S01962 chlorophyll 

a/b-binding protein 3 precursor - soybean 
>gi_18552_emb_CAA31419_ (X12981) chlorophyll a/b binding 
preprotein (AA - 32 to 231) [Glycine max] 

301053 

LIB84-026-Q1-E1-D1 

BLASTN 

g!2429 

143 

1.0e-74 

247 

90 

Maize chloroplast ORF170 and psaA gene 
301054 

LIB84-026-Q1-E1-D6 

BLASTX 

gll70029 

149 

4.~0e-27 

99 

77 

GLUTAMATE-1-SEMIALDEHYDE 2 , 1-AMINOMUTASE PRECURSOR (GSA) 
(GLUTAMATE-1- SEMI ALDEHYDE AMINOTRANSFERASE) ( GSA- AT ) 

>gi_100581_pir A35789 glutamate-l-semialdehyde 

2,1-aminomutase {EC 5.4.3.8) - barley >gi_506383 (M31545) 
glutamate 1-semialdehyde aminotransferase [Hordeum vulgare] 

301055 

LIB84-026-Q1-E1-F3 

BLASTX 

g2979559 

214 

3.0e-17 

45 

89 

(AC003680) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 



301056 



42420 



oeq. ID 


T TT3Q/1_ri9^ — Pil — T? 1 _P7 

JjIdo^ UZD yi CjI n / 


Method 


JdLAo 1 N 


NCBI GI 


g405634 


BLAST score 


166 


E value 


1 A ^ oo 

1 . Oe-oo 


Matcn length 


O "3 Q 
ZOO 


% identity 




NCBI Description 


Zi.inays zmcpn mKJNi\ tnose pnospnaue/pnospnai_e 


Seq. No. 


0 a 1 a 


Seq. ID 


T TQQyl HOI r>1 „Tp1 _'D'7 


Method 


DT 7\ CTY 
OLfiOiA 


NCBI GI 


g4Uob4oo 


BLAST score 


164 


E value 


2.0e-ll 


Matcn lengtn 


11 y 


% identity 


oz 


NCBI Description 


(AC005990) Similar to anter-specif ic proline- 




(CcjaJ go AoUo/o irom orassica napus. l^i^^ic 11 


Seq. No. 


OAT ACQ 


beq. lu 


T TT3R^— DOT- —TP 1 _m 
Jjl.bo3 UZ / CjI U / 


Method 


BLAbTN 


NUdI bl 


g4 loooz / 


BLAST score 


52 


E value 


2.0e-20 


Matcn length 


Q A 
OU 


% identity 


91 


NCBI Description 


Oryza sativa 3-hydroxy-3-methylglutaryl-CoA , 




promoter region and complete cds 


Seq. No. 


301059 


Oar, t n 


lilDofi UZ / CjJ- HiO 


Method 


BLASTX 


NCBI GI 


g4512663 


BLAST score 


249 


E value 


2.0e-21 


Match length 


100 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



23 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4544470_gb_AAD22377.1_AC006580_9 (AC006580) 
hypothetical protein [Arabidopsis thaliana] 

301060 

LIB84-027-Q1-E1-F1 

BLASTX 

g4584524 

183 

1.0e-13 

95 

41 

(AL049607) putative protein [Arabidopsis thalianal 
301061 

LIB84-027-Q1-E1-H10 

BLASTX 

g2244926 



42421 



BLAST score 


178 


E value 


o . Oe-lo 


Match length 


9o 


% identity 


42 


NCBI Description 


tzy/ooyj gj.uta.recioxin [Araoiaopsis cnai 


Seq. No. 


3010oz 


Seq. ID 


T TDQyl n07_0l _1T1 _Ul 1 

Llbo4— UZ / — y±~ nil 


Method 


TIT 71 o m XT 

BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


9 . Oe-11 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6— 1 


Seq. No. 


orn n o 

3010o3 


Seq. ID 


t TTiQ/l AOQ —IT 1 TV 1 1 

Lil bo 4 — U^o - yi iiil - All 


Method 


BLAoXX 


Mr 1 DT C T 


rr/l 9 £99 ^£ 


BLAST score 


242 


E value 


1.0e-20 


Match length 


70 


% identity 


67 


NCBI Description 


(AC006200) putative ribose 5-phosphate 



[Arabidopsis thaliana] 



Seq. No. 


301064 


Seq. ID 


LIB84-028-Q1-E1-C1 


Method 


BLASTX 


NCBI GI 


gl00878 


BLAST score 


420 


E value 


1.0e-41 


Match length 


87 


% identity 


91 


NCBI Description 


glutamate — ammonia ligase (EC 6.3.1 


Seq. No. 


301065 


Seq. ID 


LIB84-028-Q1-E1-C10 


Method 


BLASTX 


NCBI GI 


g4585882 


BLAST score 


271 


E value 


6.0e-24 


Match length 


54 


% identity 


96 


NCBI Description 


(AC005850) PSI type III chlorophyll 




[Arabidopsis thaliana] 


Seq. No. 


301066 


Seq. ID 


LIB84-028-Q1-E1-C2 


Method 


BLASTX 


NCBI GI 


g3004555 


BLAST score 


372 


E value 


6.0e-36 


Match length 


98 


% identity 


66 


NCBI Description 


(AC003673) similar to salt inducibl 



2) 



maize 



42422 



thaliana] 



Seq. No. 


301067 


Seq. ID 


LIB84-028-Q1-E1-C9 


Method 


BLASTN 


NCBI GI 


A A A ""J A TZ 

g206270o 


BLAST score 


36 


E value 


9. Oe-11 


Match length 


36 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) iriRNA, complete cds 


Seq. No. 


301068 


Seq. ID 


LIB84-028-Q1-E1-E1 


Method 


BLASTX 


NCBI GI 


g3063710 


BLAST score 


262 


E value 


7 . 0e-23 


Match length 


1 A O 

123 


% identity 


48 


NCBI Description 


(AL022537) putative protein [Arabidopsis thaliana] 


Seq. No. 


301069 


Seq. ID 


LIB84-028-Q1-E1-E5 


Method 


BLASTX 


NCBI GI 


gl835731 


BLAST score 


295 


E value 


8.0e-27 


Match length 


81 


% identity 


72 


NCBI Description 


(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 


Seq. No. 


301070 


Seq. ID 


LIB84-028-Q1-E1-F1 


Method 


BLASTX 


NCBI GI 


g4582488 


BLAST score 


504 


E value 


3. Oe-51 


Match length 


110 


% identity 


88 


NCBI Description 


(AL021768) putative protein [Arabidopsis thaliana] 


Seq, No. 


301071 


Seq. ID 


LIBo4-Uzd-yi-£ji-J! 0 


Method 


BLASTX 


NCBI GI 


g3413699 


BLAST score 


184 


E value 


9.0e-14 


Match length 


122 


% identity 


43 


NCBI Description 


(AC004747) putative heat shock protein [Arabidopsis 



thaliana] 



Seq. No. 301072 

Seq. ID LIB84-028-Q1-E1-H7 

Method BLASTX 

NCBI GI gl352200 



42423 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



460 

4.0e-46 

92 
100 

CHLOROPLAST TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR (CTPT) 
>gi_480909_pir S37497 triose 

phosphate/3-phosphoglycerate/phosphate translocator - maize 
>gi_405635_emb_CAA81349_ (Z26595) triose 
phosphate /phosphate translocator [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301073 

LIB84-029-Q1-E1-A12 

BLASTX 

g2501296 

174 

1.0e-12 

61 

54 

DNA GYRASE SUBUNIT B >gi_1652801_dbj_BAA17720_ 
gyrase B subunit [Synechocystis sp.] 



(D90908) DNA 



Seq. No. 


301074 


Seq. ID 


LIB84-029-Q1-E1-B8 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


203 


E value 


1.0e-110 


Match length 


329 


% identity 


91 


NCBI Description 


Zea mays 22-kDa alpha ; 


Seq. No. 


301075 


Seq. ID 


LIB84-029-Q1-E1-D6 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


4.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA cl< 


Seq. No. 


301076 


Seq. ID 


LIB84-029-Q1-E1-D7 


Method 


BLASTX 


NCBI GI 


g531829 


BLAST score 


153 


E value 


4.0e-10 


Match length 


45 


% identity 


67 


NCBI Description 


(U12390) beta-galactos 




pSportl] 


Seq. No. 


301077 


Seq. ID 


LIB84-029-Q1-E1-E3 


Method 


BLASTX 


NCBI GI 


g2624328 


BLAST score 


279 



42424 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-25 * 

81 

67 

(AJ002894) 0sGRP2 [Oryza sativa] 
301078 

LIB84-029-Q1-E1-F2 

BLASTX 

g2494034 

375 

4.0e-36 

97 

69 

DIACYLGLYCEROL KINASE 1 (DIGLYCERIDE KINASE) (DGK 1} (DAG 

KINASE 1) >gi_2129573_pir S71467 diacylglycerol kinase - 

Arabidopsis thaliana >gi_1374772_dbj_BAA09856_ (D63787) 
diacylglycerol kinase [Arabidopsis thaliana] 

301079 

LIB84-030-Q1-E1-A6 

BLASTN 

g3821780 

37 

2.0e-ll 

37 
100 

Xenopus laevis cDNA clone 27A6-1 
301080 

LIB84-030-Q1-E1-B6 

BLASTX 

g4510347 

170 

5.0e-12 

44 

70 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
301081 

LIB84-030-Q1-E1-C12 

BLASTX 

gl835731 

244 

7.0e-21 

61 
72 

(U86018) photosystem II 10 kDa polypeptide [Oryza sativa] 
301082 

LIB84-030-Q1-E1-E5 

BLASTN 

g22356 

60 

2.0e-25 

166 

84 

Maize mRNA for light-harvesting chlorophyll a/b binding 



42425 



# 



protein LHCP 



beq. NO. 




beq. 1U 




Method 


BLASTX 


NCBI GI 


g4006848 


oijiiDi scoire 


1/0 


E value 


0 . ue 1 0 


Match length 


A Q 
4 0 


% identity 


OZ 


jnodi Description 






DISUlCatuS J 


oeq . rsio . 


^ni oft a 


Seq. ID 


LIB84-030-Q1-E1-F9 


Method 


BLASTX 




ncA ZiQ £1 ^ Q 

g4 0 0 0Z 0 


rsiiAoi score 




E value 


0 . ue — 4 0 


ixLatcn lengtn 




% identity 




NCBI Description 


tALU4yo4U; Hydrolase- luce protein [firaoiaopsis 


beq. No. 


jUIUoj 


oeq. iu 




Method 


BLASTX 


NCBI GI 


g2501189 


BLAST score 


141 


E value 


3.0e-09 


Match length 


57 


% identity 


51 


NCBI Description 


THIAMINE BIG-SYNTHETIC ENZYME 1-1 PRECURSOR 



[Astragalus 



>gi_2130146j?ir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301086 

LIB84-030-Q1-E1-H4 

BLASTX 

g283038 

269 

1.0e-23 

119 

58 

chlorophyll a/b-binding protein 1 
>gi_22230_emb_CAA37474_ (X53398) 
chlorophyll a /b binding protein 



cab-m7) precursor 
light harvesting 
[Zea mays] 



- maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301087 

LIB84-030-Q1-E1-H5 

BLASTX 

g3269296 

419 

3.0e-41 

126 

58 

(AL030978) putative protein [Arabidopsis thaliana] 



42426 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301088 

LIB84-030-Q1-E1-H6 

BLASTX 

g476418 

550 

1.0e-56 

106 

94 

cytochrome c - maize 
301089 

LIB84-030-Q1-E1-H8 

BLASTX 

g4490722 

178 

5.0e-13 

54 
54 

(AL035709) 1-aminocyclopropane-l-carboxylate synthase 
[Arabidopsis thaliana] 



Seq. No. 


301090 


Seq. ID 


afb700380804 .hi 


Method 


BLASTN 


NCBI GI 


g488500 


BLAST score 


200 


E value 


1.0e-109 


Match length 


287 


% identity 


93 


NCBI Description 


Human mRNA for KIAA004 


Seq. No. 


301091 


Seq. ID 


afb700380809.hl 


Method 


BLASTN 


NCBI GI 


g3004572 


BLAST score 


167 


E value 


5.0e-89 


Match length 


294 


% identity 


94 


NCBI Description 


Homo sapiens BAC clone 




sequence [Homo sapiens 


Seq. No. 


301092 


Seq. ID 


afb700380822.hl 


Method 


BLASTX 


NCBI GI 


g3098603 


BLAST score 


376 


E value 


2.0e-36 


Match length 


93 


% identity 


75 


NCBI Description 


(AF052191) katanin p60 




purpuratus] 


Seq. No. 


301093 


Seq. ID 


afb700380846.hl 


Method 


BLASTX 



complete cds 



[ Strongylocentrotus 



42427 



NCBI GI 


g4240321 


BLAST score 


372 




J.Uc jO 


Match length 


y o 


% identity 


/ / 


jnuoX uescripnon 


tHJouz u / z J ; rviiifiuyio proiein Lnoiuo sapiens j 


beq. NO. 


^01 HQ/1 


C^^r TP) 


alJJ / UU jOUO J / .111 


ixiernoci 


TDT 7\ CfTV 

Cliiib 1 A 


NCBI GI 


g4559304 


BLAST score 


548 


Hj vaiue 


i • ue o d 


jXLar.cn lengun 


1 09 
1UZ 


% identity 


inn 
iu u 


IN^Ol UcoLIipLlUu 




beg. jno . 


"501 OQc; 

ou iu yo 




rt700^finQ01 hi 
dlJJ / UVJOOU.7U1 . ill 




LjJ_i.rl.kj ± /_ 




«_. vj _» -/^ u U 


BLAST score 


144 


E value 


3.0e-09 


Match length 


9 Q 

zo 


% identity 




NCBI Description 


(AFU44U/d) candidate tumor suppressor pooiNbi [\ 




sapiens] 


Seq. No. 




oeq, 1U 


a id /uUjouyuD. ni 




Dlirio i IN 


NCBI GI 


g887356 


BLAST score 


105 


Hj Value 


9 0e_-R9 
Z • Uc Z>Z 


Match length 


1 J 0 


% identity 


CM 


NCBI Description 


Homo sapiens (clone sl53) mRNA fragment 


beg. wo. 


ouiuy / 


beg. ijj 


aiD /uujouyoy .ni 


J\Ad ^ In s~\ 


OIltIO 1 A 


JNUJ31 bl 


<rA 9 £9994 
g4Z OZZZ4 


BLAST score 


278 


E value 


6.0e-25 


Match length 


/ y 


% identity 


Dj 


NCBI Description 


(AC006200) putative amino acid or GABA permease 




[Arabidopsis thaliana] 


beq. No. 


on 1 AGO 


beg. iu 


a id /uuoouyy4 . ni 




H>±jiT.O J. .A. 


NCBI GI 


gl33820 


BLAST score 


150 


E value 


3.0e-10 


Match length 


30 


% identity 


97 



[Homo 



42428 



NCBI Description 



40S RIBOSOMAL PROTEIN S17 >gi_304526 (M13933) ribosomal 
protein S17 [Cricetulus griseus] >gi_1526555_dbj_BAA04943_ 
(D25213) ribosomal protein S17 [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301099 

afb700381015.hl 

BLASTN 

g4505760 

229 

1.0e-126 

301 
95 

Homo sapiens placental growth factor, vascular endothelial 
growth factor-related protein (PGF) mRNA 
>gi 35521_emb_X54 936_HSPLGF H. sapiens mRNA for placenta 
growth factor (P1GF) >gi_512448_emb_A18411 . 1JY18411 PIGF 
gene seq ID No:l 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301100 

afb700381017.hl 

BLASTN 

g4416300 

36 

5.0e-ll 

44 

48 

Zea mays chromosome 4 22 kDa 
region, complete sequence 

301101 

afb700381056.hl 

BLASTN 

g4416300 

79 

2.0e-36 

159 

87 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



zein-associated intercluster 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301102 

afb700381068.hl 

BLASTX 

g3176726 

224 

6.0e-19 

56 

71 

(AC002392) putative serine proteinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



301103 

afb700381113.hl 

BLASTX 

gl710756 

188 

2.0e-14 



42429 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 
80 

40S RIBOSOMAL PROTEIN S2 (S4) (LLREP3 PROTEIN) 
301104 

afb700381116.hl 

BLASTN 

g4507580 

194 

1.0e-105 

238 
96 

Homo sapiens tumor necrosis factor receptor super family, 
member 5 (TNFRSF5) mRNA >gi_29850_emb_X60592_HSCDW40 Human 
CDw40 mRNA for nerve growth factor receptor-related 
B-lymphocyte activation molecule >gi_590074_gb_I07284_ 
Sequence 31 from Patent EP 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301105 

afb700381138.hl 

BLASTN 

g4102714 

117 

3.0e-59 

276 

86 

Homo sapiens serine protease mRNA, complete cds 
301106 

afb700381156.hl 

BLASTX 

g3661529 

262 

5.0e-23 

52 

96 

(AF089814) growth suppressor related [Homo sapiens] 
301107 

afb700381157.hl 

BLASTN 

gl617516 

171 

1.0e-91 

227 

94 

Human orphan G protein-coupled receptor (RDC1) mRNA, 
partial cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301108 

afb700381181.hl 

BLASTN 

gl698488 

37 

1.0e-ll 

78 

88 



42430 



NCBI Description Peltoboykinia tellimoides 18S ribosomal RNA, complete 
sequence 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301109 

afb700381189.hl 

BLASTN 

g2281061 

79 

1.0e-36 

171 
87 

Human Chromosome 11 Cosmid cSRL16b6, complete sequence 
[Homo sapiens] 

301110 

afb700381218.hl 

BLASTX 

g2501624 

381 

5.0e-37 

97 
79 

UREASE ALPHA SUBUNIT (UREA AMIDOHYDROLASE) 
>gi_1652159_dbj_BAA17083_ (D90903) urease alpha subunit 
[Synechocystis sp.] 

301111 

afb700381224.hl 

BLASTX 

g899254 

153 

3.0e-10 

40 
65 

(Z50038) predicted trithorax protein [Drosophila virilis] 
301112 

afb700381226.hl 

BLASTX 

g2984709 

227 

5.0e-23 

68 

85 

(AF0534 68) DnaJ-related protein ZMDJ1 [Zea mays] 
301113 

afb700381301.hl 

BLASTX 

g4056615 

154 

2.0e-10 

39 

74 

(AF067401) Sell protein [Oryza sativa] 



Seq. No. 



301114 



42431 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



afb700381303.hl 

BLASTX 

g3025299 

395 

1.0e-38 

100 
72 

HYPOTHETICAL 62.3 KD PROTEIN T29M21.25 >gi_2088660 
(AF002109) ABC1 isolog [Arabidopsis thaliana] 

301115 

afb700381326.hl 

BLASTN 

g3549156 

172 

4.0e-92 

264 

92 

Homo sapiens chromosome 19, cosinid R30017, complete 
sequence [Homo sapiens] 

301116 

afb700381330.hl 

BLASTX 

gl717793 

151 

4.0e-10 

91 

38 

PROTEIN TSG24 (MEIOTIC CHECK POINT REGULATOR) 

>gi_1083553_pir A55117 tsg24 protein - mouse 

>gi_642252_emb_CAA564 50_ (X80169) tsg24 [Mus musculus] 

301117 

afb700381357.hl 

BLASTX 

g3080424 

214 

2.0e-17 

100 

53 

(AL022604) NAD+ dependent isocitrate dehydrogenase subunit 
1 [Arabidopsis thaliana] 

301118 

afb700381361.hl 

BLASTX 

g2911056 

170 

3.0e-12 

76 

45 

(AL021961) hypothetical protein [Arabidopsis thaliana] 
301119 

afb700381372.hl 
BLASTX 



42432 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2978255 
153 

1.0e-10 

35 

83 

(AB007407) myeloid zinc finger protein-2 [Mus musculus] 
301120 

afb700381414.hl 

BLASTX 

g2498329 

384 

2.0e-37 

100 

74 

PATTERN FORMATION PROTEIN EMB30 >gi_2129665_pir S65571 

pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (U56141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 



Seq. No. 


301121 


Seq. ID 


afb700381428.hl 


Method 


BLASTN 


NCBI GI 


g3789930 


BLAST score 


156 


E value 


2.0e-82 


Match length 


288 


% identity 


89 


NCBI Description 


Homo sapiens H19 gene, complete 


Seq. No. 


301122 


Seq. ID 


afb700381439.hl 


Method 


BLASTX 


NCBI GI 


g3043415 


BLAST score 


324 


E value 


2.0e-30 


Match length 


62 


% identity 


98 


NCBI Description 


(Y17053) At-hsc70-3 [Arabidopsi: 


Seq. No. 


301123 


Seq. ID 


afb700381471.hl 


Method 


BLASTX 


NCBI GI 


g4538911 


BLAST score 


182 


E value 


7.0e-14 


Match length 


42 


% identity 


83 


NCBI Description 


(AL049482) hypothetical protein 


Seq. No. 


301124 


Seq. ID 


afb700381501.hl 


Method 


BLASTN 



42433 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq> No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3417305 
244 

1.0e-135 

304 

95 

Homo sapiens chromosome 17, 
sequence [Homo sapiens] 



clone hRPC1107 A 17, complete 



301125 

afb700381513.hl 

BLASTN 

g4335966 

226 

1.0e-124 

290 
95 

Homo sapiens cell adhesion molecule 
cds 



(BL1A) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301126 

afb700381522.hl 

BLASTN 

g558364 

96 

1.0e-46 

96 
100 

Z.mays mRNA for ADP-glucose pyrophosphorylase 
301127 

afb700381529.hl 

BLASTX 

g4586036 

203 

4.0e-16 

96 
41 

(AC007109) hypothetical protein [Arabidopsis thaliana] 
301128 

afb700381530.hl 

BLASTN 

gl81962 

133 

7.0e-69 

181 
93 

Human elongation factor EF-l-alpha gene, complete cds. 
>gi_2170857_dbj_E02629_E02629 DNA of human polypeptide 
chain elongation factor-1 alpha 

301129 

afb700381590.hl 

BLASTN 

g577824 

46 

5.0e-17 



42434 



Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 
95 

Z.mays gene for H2B histone (gH2B3) 
301130 

afb700381593.hl 

BLASTN 

g22487 

34 

4.0e-10 

38 

97 

Maize gene for sucrose synthase 
301131 

afb700381620.hl 

BLASTX 

g88969 

252 

1.0e-41 

103 
85 

ubiquitin — protein ligase (EC 6.3.2.19) El - human 
>gi_340072 (M58028) ubiquitin-activating enzyme El 
sapiens] 



[Homo 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301132 

afb700381624.hl 

BLASTX 

g4309738 

175 

8.0e-13 

52 

54 

(AC006439) putative tubby protein [Arabidopsis thaliana] 
301133 

afb700381625.hl 

BLASTN 

g2576343 

48 

5.0e-18 

92 

88 

Human Chromosome 16 BAC clone CIT987SK-A-17E1, complete 
sequence [Homo sapiens] 

301134 

afb700381648.hl 

BLASTX 

gl83613 

212 

2.0e-17 

45 

84 

(M75161) granulin [Homo sapiens] 



42435 



# 



Seq. No. 
S%q. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301135 

afb700381654.hl 

BLASTN 

g2098573 

36 

7.0e-ll 

48 

94 

Human DNA from overlapping chromosome 19 cosmids R31396, 
F25451, and R3107 6 containing COX6B and UPKA, genomic 
sequence , complete sequence [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301136 

afb700381687.hl 

BLASTX 

g2833293 

166 

7.0e-12 

84 

40 

PROBABLE ARP2/3 COMPLEX 20 KD SUBUNIT (P20-ARC) 

>gi_2146865_pir S72578 gene C35D10.1 protein - 

Caenorhabditis elegans >gi_687&80 (U21324) similar to S. 
cerevisiae hypothetical protein YKL166 [Caenorhabditis 
elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301137 

afb700381693.hl 

BLASTX 

g4502193 

350 

1.0e-40 

94 

94 

v-raf murine sarcoma 3611 viral oncogene homolog 1 
>gi_1730068_sp_P10398_KRAA_HUMAN A- RAF PROTO-ONCOGENE 
SERINE/THREONINE-PROTEIN KINASE (ONCOGENE PKS2) 

>gi_625217jpir TVHUAF protein kinase A-raf-1 (EC 2.7.1.-) 

- human >gi_780127 (L24038) ARAF1 [Homo sapiens] 
>gi_1405977 (U01337) Ser/Thr protein kinase [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301138 

afb700381694.hl 

BLASTN 

gl596166 

205 

1.0e-112 

277 

94 

Human mRNA for RTP, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301139 

afb700381736.hl 

BLASTN 

g307374 

209 

1.0e-114 



42436 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



255 
96 

Homo sapiens RHOA proto-oncogene multi-drug-resistance 
protein mRNA, 3 ? end 

301140 

afb700381831.hl 

BLASTX 

g3360291 

168 

3.0e-12 

52 

63 

(AF023165) leucine-rich repeat transmembrane protein kinase 
2 [Zea mays] 

301141 

afb700381832.hl 

BLASTN 

g6249668 

57 

1.0e-23 

148 

85 

Homo sapiens chromosome 10 clone CIT-HSP-1338F24 map 
10pll.2-10pl2.1 f complete sequence [Homo sapiens] 

301142 

afb700381837.hl 

BLASTX 

g2984709 

143 

3.0e-09 

39 

74 

(AF053468) DnaJ-related protein 



ZMDJ1 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301143 

afb700381851.hl 

BLASTX 

g312179 

457 

7.0e-46 

90 

97 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 

301144 

afb700381860.hl 

BLASTX 

g4007113 

487 

2.0e-49 



42437 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102 
92 

(AL022237) bK1191B2.3.1 (PUTATIVE novel Acyl Transferase 
similar to C. elegans C50D2.7) (isoform 1) [Homo sapiens] 

301145 

afb700381862.hl 

BLASTX 

g3785977 

441 

5.0e-44 

103 

81 

(AC005560) putative growth regulator protein [Arabidopsis 
thaliana] 

301146 

afb700381882.hl 

BLASTX 

g4506285 

340 

2.0e-37 

86 

92 

Protein tyrosine phosphatase IVA2 >gi_894159 (U14603) 
protein-tyrosine phosphatase [Homo sapiens] >gi_1777757 
(U48297) protein tyrosine phosphatase PTPCAAX2 [Homo 
sapiens] >gi_1817730 (L48723) protein tyrosine phosphatase 
[Homo sapiens] >gi_2992630 (AF035644) mPRL-2 [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301147 

afb700381915.hl 

BLASTN 

g4504864 

86 

1.0e-40 

196 
92 

Homo sapiens KH-type splicing regulatory protein (KHSRP) 
mRNA, and translated products 

>gi_2055426_gb__U94832_HSU94832 Human KH type splicing 
regulatory protein KSRP mRNA, complete cds 

301148 

afb700381949.hl 

BLASTN 

g507770 

65 

3.0e-28 

137 

88 

Zea mays D3L H (+} -transporting ATPase (Mhal) gene, complete 
cds 



Seq. No. 
Seq. ID 
Method 



301149 

afb700381966.hl 
BLASTX 



42438 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3914019 
293 

7.0e-27 

76 
80 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) >gi_2305014 
(AF004317) S-adenosyl-L-methionine synthetase homolog [Musa 
acuminata] 



Seq. No. 


JUllou 


oeq. 1U 


arD/uuooiyu/ .ni 




"RT Zi QTY 
DJ-iriO i A 






BLAST score 


376 


E value 


2.0e-36 


Match length 


81 


% identity 


91 


NCBI Description 


(AC005258) R30783_l [Homo s; 


Seq. No. 


301151 


Seq. ID 


afb700381976.hl 


Method 


BLASTX 


NCBI GI 


g399144 


BLAST score 


182 


E value 


6.0e-14 


Match length 


53 


% identity 


66 


NCBI Description 


COMPLEMENT C1Q SUBCOMPONENT 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



C CHAIN PRECURSOR 

>gi_2144887_pir C1HUQC complement subcomponent Clq chain C 

precursor - human 

301152 

arm700460708.hl 

BLASTX 

g3929647 

150 

2.0e-22 

75 

63 

(AJ004881) Immutans protein [Arabidopsis thaliana] 
301153 

arm700460849.hl 

BLASTN 

g532624 

65 

1.0e-28 

117 

90 

Zea mays malate synthase 



(MS) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301154 

arm700460850.hl 

BLASTN 

gl68584 

58 



42439 



® 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-24 

118 

88 

Corn pyruvate, orthophosphate dikinase gene, exons 2-19 



301155 

arm700460852.hl 

BLASTN 

g2282583 

55 

1.0e-22 

103 

88 

Zea mays elongation factor 1-alpha 
cds 



(EF1-A) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301156 

arm700460870.hl 

BLASTN 

gl632767 

81 

3.0e-38 

89 

98 

Maize mRNA for calcium dependent protein kinase, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301157 

bdu700382077.hl 

BLASTN 

g433043 

35 

3.0e-10 

51 

92 

Zea mays W-22 clone P REM- IE retroelement PREM-1, partial 
sequence 

301158 

bdu700382215.hl 

BLASTX 

g2911052 

245 

2.0e-21 

65 

69 

(AL021961) putative protein [Arabidopsis thaliana] 



301159 

bdu700382237.hl 

BLASTX 

gl076758 

176 

6.0e-13 

43 

72 

heat-shock protein precursor 



rye >gi_2130093_pir S65776 



42440 



heat-shock protein, 82K, precursor - rye 
>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 
[Secaie cereale] 



Seq. No. 


301160 


Seq. ID 


bdu700382269.hl 


Method 


tit t\ nmv 

BLASTX 


NCBI GI 


gzlol / y 


BLAST score 


448 


E value 


1 . (Je-4o 


Match length 


98 


% identity 


90 


NCBI Description 


/ n1 MOAT \ rj 7\ | T | D'5 rriv^;'7'3 oaf i ira 1 

[DlUZv / ) n— Airase Luryza sativa j 




ATPase [Oryza sativa] 


Seq. No. 


301161 


Seq. ID 


bdu700382287 .hi 


Method 


BLASTN 


NCBI GI 


g3283878 


BLAST score 


63 


E value 


4 . 0e-27 


Match length 


163 


% identity 


87 


NCBI Description 


Homo sapiens clone 24732 unknown 


Seq. No. 


301162 


Seq. ID 


bdu700382306.hl 


Method 


BLASTX 


NCBI GI 


g4539662 


BLAST score 


339 


E value 


4 . 0e-32 


Match length 


98 


% identity 


60 


NCBI Description 


(AF0 61282) polyprotein [Sorghum ] 


Seq. No. 


301163 


Seq. ID 


bdu700382321.hl 


Method 


BLASTN 


NCBI GI 


a **** f\ r\ rs *i *i 

g4309811 


BLAST score 


255 


E value 


1 . 0e-141 


Match length 


287 


% identity 


97 


NCBI Description 


r -r • -71 /-» -1 ItfT rt A A A /~* 1 A 

Homo sapiens BAC clone NH0044G14 




complete sequence [Homo sapiens] 


Seq. No. 


301164 


Seq. ID 


Dau /UUoozo /o.ni 


Method 


BLASTX 


NCBI GI 


gl064931 


BLAST score 


165 


E value 


1.0e-ll 


Match length 


45 


% identity 


71 


NCBI Description 


(X92965) cyclin A-like protein [ 


Seq. No. 


301165 



1906387A H 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



bdu700382380.hl 

BLASTX 

g2213594 

355 

6.0e-34 

86 

76 

(AC000348) T7N9. 
301166 

bdu700382422.hl 

BLASTX 

gll7478 

195 

1.0e-15 

67 

57 



14 [Arabidopsis thaliana] 



NCBI Description CROOKED NECK PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



301167 

bdu700382427.hl 

BLASTX 

gl26047 

198 

7.0e-16 

40 

97 

L-LACTATE DEHYDROGENASE M CHAIN (LDH-A) 

>gi_65922_pir DEHULM L-lactate dehydrogenase (EC 1.1.1.27) 

chain M - human >gi_34313_emb_CAA26088_ (X02152) lactate 
dehydrogenase-A [Homo sapiens] >gi_780261_emb_CAA26879_ 
(X03077) lactate dehydrogenase-A [Homo sapiens] 

301168 

bdu700382431.hl 

BLASTN 

g4506860 

126 

5.0e-65 

126 
100 

Homo sapiens syndecan 4 (amphiglycan, ryudocan) (SDC4) mRNA 
>gi_28679_emb_X67016_HSAMPH H. sapiens mRNA for amphiglycan 

301169 

bdu700382462.hl 

BLASTX 

g2462732 

170 

2.0e-26 

90 

63 

(AC002292) Hypothetical Protein [Arabidopsis thaliana] 
301170 

bdu700382474.hl 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4416300 
55 

3.0e-22 

87 

45 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



Seq. No. 


301171 


Seq. ID 


bdu70038247 


Method 


BLASTN 


NCBI GI 


goooolzo 


BLAST score 


lu / 


E value 


i . ue 0 3 


Match length 


115 


% identity 


98 


NCBI Description 


Human mRNA 


Seq. No. 


301172 


Seq. ID 


bdu70038248 


Method 


BLASTX 


NCBI GI 


g3170741 


BLAST score 


407 


E value 


4.0e-42 


Match length 


94 


% identity 


90 


NCBI Description 


(AF062139) 



complete cds 



immunoglobulin heavy chain variable region [Homo 
sapiens] >gi_3170743 (AF062140) immunoglobulin heavy chain 
variable region [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301173 

bdu700382560.hl 

BLASTX 

gll84776 

158 

2.0e-12 

49 

84 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 

301174 

bdu700382617.hl 

BLASTN 

g22458 

294 

1.0e-165 

309 

99 

Z.mays pollen specific mRNA C-terminal (clone 4H7) 
301175 

bdu700382660.hl 

BLASTN 

g4506044 

92 

9.0e-45 
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Match length 112 
% identity 96 

NCBI Description Homo sapiens proteoglycan 1, secretory granule (PRG1) mRNA 
>gi_32432_emb_X17042_HSHPCP Human mRNA for hematopoetic 
proteoglycan core protein 



Seq. No. 301176 

Seq. ID bdu700382741.hl 

Method BLASTX 

NCBI GI gl23648 

BLAST score 235 

E value 1.0e-24 

Match length 72 

% identity 82 

NCBI Description HEAT SHOCK COGNATE 71 KD PROTEIN >gi_87 625_pir A27077 heat 

shock cognate protein 70 - human >gi_324 67_emb_CAA68445_ 
(Y00371) 71 Kd heat shock cognate protein [Homo sapiens] 



Seq. No. 


301177 


Seq. ID 


bdu700382770.hl 


Method 


BLASTX 


NCBI GI 


g2245020 


BLAST score 


236 


E value *** 


2.0e-20 


Match length 


58 


% identity 


71 


NCBI Description 


(Z97341) growth regulator homolog [Arabidopsis thai 


Seq. No. 


301178 


Seq. ID 


bdu700382785.hl 


Method 


BLASTX 


NCBI GI 


g2462753 


BLAST score 


151 


E value 


2.0e-10 


Match length 


41 


% identity 


59 


NCBI Description 


(AC002292) putative polygalacturonase [Arabidopsis 




thaliana] 



Seq. No. 301179 

Seq. ID bdu700382801.hl 

Method BLASTN 

NCBI GI g455025 

BLAST score 55 

E value 1.0e-22 

Match length 79 

% identity 4 6 

NCBI Description Human beta globin region on chromosome 11 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301180 

bdu700382804.hl 

BLASTX 

g548493 

229 

1.0e-19 

68 
71 
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• • 

NCBI Description EXO POLYGALACTURONASE PRECURSOR (EXOPG) (PECTINASE) 
(GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi_629854_pir S30067 polygalacturonase - maize 

>gi_288612_emb_CAA47052_ (X66422) polygalacturonase [Zea 
mays] 



beg. no. 


1 Q 1 
jUllol 


Ort TVS 

beq. ±u 


DQ.U / UUjo^o oz . ni 


7UT/>i ^— lr% ^> y-3 

lyieinou 




\TPt3T C* T 




BLAST score 


loo 


Hj Value 


D. Uc XX 


Match length 


o / 


% identity 


0 1 


Nubi Description 


[j\\^v\JO ojD ) nypoL.nei_.icai protein L"rd..uiu.upc>io uiiciiia.xicij 


Seq. No. 


301182 


beq. ID 


DUU / UUjO_,OoD. ni 


Method 


BLASTX 


NCBI GI 


«.o o o a c a 

gzodUoU 


BLAST score 


Z14 


E value 


7 . Oe-33 


Match length 


88 


% identity 


Q 1 
O 1 


NCBI Description 


polygalacturonase vHjL, j.z.i.ioj precursor ^cione wzzooj - 




maize (fragment) >gi_22428_emb_CAA44247_ (X62383) 




polygalacturonase [Zea mays] 


Seq. No. 


301183 


Seq. ID 


bdu700382895 .hi 


Method 


BLASTX 


NCBI GI 


gl839188 


BLAST score 


268 


E value 


^ Art o yi 

4 . ue-z4 


Mat ch length 


n a 
/ U 


% identity 




NCBI Description 


(U86081) root hair defective 3 [Arabidopsis thaliana] 


Seq. No. 


Oullo4 


Seq. ID 


-J... T A A t) O A A A 1 1 

bdu7 UUJozyOl. nl 


Method 


BLASTN 


NCBI GI 


— . A A O ylTAO 

gzyo470o 


BLAST score 


112 


E value 


2.0e-56 


Match length 


lil 


^ identity 


Q7 


NCBI Description 


Zea mays DnaJ-related protein ZMDJ1 (mdJl) gene, complete 




cds 


Seq. No. 


301185 


Seq. ID 


bdu700382914.hl 


Method 


BLASTX 


NCBI GI 


g3176674 


BLAST score 


226 


E value 


6.0e-19 


Match length 


83 


% identity 


57 
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NCBI Description (AC003671) Contains similarity to Ste20-like kinase homolog 
from A. thaliana chromosome 4 contig gb_Z97336. 
[Arabidopsis thaliana] 



Seq. No. 


301186 


Seq. ID 


bdu700382917.hl 


Method 


BLASTX 


NCBI GI 


gzoU4Ul 


BLAST score 


1 A C 

14 b 


E value 


Z . ue-io 


Match length 


0 / 


% identity 


bo 


NCBI Description 


tj_i_ j_ — -—-y-u 4 — ,~ aqipaco (VC *3 1 ^ S ^ — rnrl pavpd 
nT-tranSporting filrra.be [sLK^ o , o . i . j j ; uuiicu lcavca 


f A K 3P «A ^rr-; 17090^ (M97ftft£U Hh — t ranslocatina ATPase 




[Nicotiana plumbaginif olia] 


Seq. No. 


301187 


Seq. ID 


Ddu / U U o o z y z / . ni 


Method 


BLASTX 


NCBI GI 


g2316016 


BLAST score 


194 


E value 


2 . 0e-15 


Match length 


60 


% identity 


65 


NCBI Description 


(U92650) MRP-like ABC transporter [AraDiaopsis tnaiidrid 


Seq. No. 


301188 


Seq. ID 


bdu700382930 .hi 


Method 


BLASTX 


NCBI GI 


g3236353 


BLAST score 


333 


E value 


1 . 0e-31 


Match length 


86 


% identity 


73 


NCBI Description 


(AF033664) cbpl46 [Mus musculus] 


Seq. No. 


301189 


Seq. ID 


bdu70 03829 do . nl 


Method 


BLASTX 


NCBI GI 


g2832632 


BLAST score 


o o r\ 


E value 


2 . 0e-27 


Match length 


72 


% identity 


CI 1 

81 


NCBI Description 


(AL021711) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


301190 


Seq. ID 


Ddu /uuoozy / / . ni 


Method 


BLASTN 


NCBI GI 


g22458 


BLAST score 


72 


E value 


2.0e-32 


Match length 


181 


% identity 


92 


NCBI Description 


Z.mays pollen specific mRNA C-terminal (clone 4H7) 


Seq. No. 


301191 



42446 



oeq. iu 


IJQ.U / • Ul 


lYLeT-noQ 




NCBI GI 


g643596 


BLAST score 


147 


E value 




Matcn lengrn 


1 / y 


% identity 


J 0 


NCBI Description 


P^-v^n ■mP'NIZi -F/^iY* ruchoi no nrnt" p-1 -na cp pi OTi P C"!dP - 


Seq. No. 




oeq* iu 


HHn7nn?R^D97 hi 

JJUU / UWJO JUi / » 111. 


Method 


DlxrtO 1 IN 


NCBI GI 


gy y oy j 0 


BLAST score 


70 


E value 


3.0e-31 


Match length 


1 1 Q 


% identity 


Q Q 

0 y 


NCBI Description 


nUIUan ijKU alllBrenLlatlOn aSSOClalcQ piuueill 


cds 


Seq* No. 


ou nyj 


beq. id 


DCtU / UUjOJUjO . IIX 


Mernoa 


T3T Zi QT^Y 
DJ_iii.O 1 A 


PT 

INL/Dl ul 




BLAST score 


350 


E value 


2.0e-33 


Match length 


85 


% identity 


76 


NCBI Description 


(AC004557) F17L21.11 [Arabidopsis thaliana] 



complete cds 



partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301194 

bdu700383041.hl 

BLASTX 

g2120736 

149 

8.0e-10 

89 

36 

X-Pro dipeptidyl-peptidase (EC 3.4.14.11) - Xanthomonas 
maltophilia >gi_1753197_dbj__BAA11872_ (D83263) dipeptidyl 
peptidase IV [Stenotrophomonas maltophilia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301195 

bdu700383058.hl 

BLASTX 

g4218991 

347 

5.0e-33 

95 

65 

(AF098632) subtilisin-like protease 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301196 

bdu700383070.hl 

BLASTX 

g4262162 

161 
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E value 
Match length 
% identity 
NCBI Description 



3.0e-ll 

94 

37 

(AC005275) putative glycosylation enzyme [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301197 

bdu700383111.hl 

BLASTX 

g3646451 

163 

1.0e-ll 

87 

40 

(AL031603) mRNA cap methyltransf erase [Schizosaccharomyces 
pombe] 

301198 

bdu700383114.hl 

BLASTX 

g283049 

486 

2.0e-49 

93 

100 

polygalacturonase (EC 3.2.1.15) precursor (clone W2247) - 

maize (fragment) >gi_481079_pir S37718 polygalacturonase - 

maize >gi_22426_emb_CAA44248_ (X62384) polygalacturonase 
[Zea mays] >gi_287830_emb_CAA47234_ (X66692) 
polygalacturonase [Zea mays] 

301199 

bdu700383135.hl 

BLASTX 

g4038030 

309 

1.0e-28 

94 

62 

(AC005936) putative protein kinase, 5' partial [Arabidopsis 
thaliana] 

301200 

bdu700383193.hl 

BLASTX 

g416731 

203 

3.0e-16 

40 

100 

POLLEN SPECIFIC PROTEIN C13 PRECURSOR >gi_82655_pir JQ1107 

18. 3K protein precursor, pollen - maize 

>gi_255569_bbs_113677 (S44171) pollen specific protein [Zea 
mays=corn, Peptide, 170 aa] [Zea mays] 
>gi_1588669_prf 2209273A Zml3 [Zea mays] 



Seq. No. 



301201 



42448 



• 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



cat700016008.rl 

BLASTX 

gl362108 

169 

2.0e-12 

54 

69 



NCBI Description histone H3 homolog - common tobacco 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301202 

cat700016084.rl 

BLASTN 

gl8266 

44 

8.0e-16 

56 
95 

C.stellata mRNA for ribosomal protein L27 
301203 

cat700016209.rl 

BLASTX 

g3687249 

160 

3.0e-ll 

44 

66 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 

301204 

cat700016243.rl 

BLASTX 

g4262228 

341 

2.0e-32 

85 

71 

(AC006200) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301205 

cat700016271.rl 

BLASTN 

gl314406 

145 

5.0e-76 

145 

100 

Zea mays ssp. parviglumis Doebley M106 ITS1, 5.8S ribosomal 
RNA, ITS2 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301206 

cat700016327.rl 

BLASTX 

g3004950 

224 
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\ 



E value 


o . ue— iy 


Match length 


A A 

44 


% identity 


inn 
100 


NCBI Description 


(ArUo/UOlJ XOnopxaST-. intrinsic pi-ULt5J_ii/ ijiuixrj. l^jgci ma.yc> 


Seq. No. 


oUlZU / 


beq. Lu 


Cat / UUUIOj / Z • 1 1 


Method 


BLASTX 


NCBI GI 


g4539660 


BLAST score 


238 


E value 


i . ue-zu 


Match length 


D 1 


% identity 


/ Z 


NCBI Description 


^ArUoizozj poiyprOLcin Looj-yiiuiu diluiuij 


Seq. No. 


iOlzOo 


Seq. ID 


car. / uuuioj / d .ri 


Method 


BLAb 1 N 


NCBI GI 


g2723470 


BLAST score 


56 


E value 


0 . Ue-zo 


Match length 


ion 
lzU 


% identity 


0 / 


NCBI Description 


uryza sauiva mKJNfi xor sucrose transpor tei ^ LumpieLe ^uo 


Seq. No. 


301209 


Seq. ID 


cat / uuuio4oo.ri 


Method 


BLASTX 


NCBI GI 


g2245123 


BLAST score 


275 


E value 


7 . Oe-25 


Match length 


/■ n 

69 


% identity 


71 


NCBI Description 


[Ziy/j4o) unnamea protein proauct Lj^uraijiuupoio t_jia.-L_Lciij.cij 


Seq. No. 


301210 


Seq. ID 


cat / Uu(Jlo4D4.ri 


Method 


BLASTN 


NCBI GI 


gl65 / /ou 


BLAST score 


57 


E value 


1.0e-23 


Match length 


176 


% identity 


84 


NCBI Description 


Zea mays retrotransposon oiniui o lik ana ana primer 




binding site DNA sequence 


Seq. No. 


301211 


beq. iu 


Cat /UUUlDJiU . 11 


Method 


BLASTX 


NCBI GI 


g4585979 


BLAST score 


207 


E value 


5.0e-17 


Match length 


72 



% identity 60 

NCBI Description (AC005287) Similar to ABC-transporter atp-binding protein 
[Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301212 

cat700016585.rl 

BLASTX 

g2130141 

163 

8.0e-12 

68 
46 

mudrA, protein - maize transposon MuDR >gi_540581 (M76978) 
mudrA [Zea mays] >gi_595816 (U14597) mudrA gene product 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301213 

cat700016592.rl 

BLASTX 

g586021 

174 

4.0e-13 

69 
49 

PROBABLE PEPTIDYL-TRNA HYDROLASE (PTH) (STAGE V SPORULATION 

PROTEIN C) >gi_2127242_pir S66083 stage V sporulation 

protein - Bacillus subtilis >gi_467442_dbj_BAA05288_ 
(D26185) stage V sporulation [Bacillus subtilis] 
>gi_2632320_emb_CAB11829_ (Z99104) thermosensitive mutant 
blocks spore coat formation (stage V sporulation) [Bacillus 
subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301214 

cat700016744.rl 

BLASTX 

g2088647 

261 

3.0e-23 

71 

72 

(AFG02109) hypothetical protein [Arabidopsis thaliana] 
>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301215 

cat700016764.rl 

BLASTX 

g3860263 

224 

6.0e-19 

71 
61 

(AC005824) putative cytochrome p450 protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301216 

cat700016831.r2 

BLASTX 

g462234 

186 

3.0e-14 
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Match length 

% identity 

NCBI Description 



40 
90 

HISTONE H2A >gi_419741_pir S30155 histone H2A - Norway 

spruce >gi_297871_emfo_CAA48030_ (X67819) histone H2A [Picea 
abies] 



Seq. No. 




Seq. ID 


cat / uUUlooJo.rz 


Method 


DT 7\ OTV 

bLAol A 


NCBI GI 


O ^7 O /T\ A A 

gj/ooOOy 


BLAST score 


O A "3 

203 


E value 


z . ue-io 


Match length 




-6 identity 


bl 


NCBI Description 


(AC0054 99) unknown protein [Arabidopsis thaliana] 


Seq. No. 


301218 


Seq. ID 


cat700016883.rl 


Method 


BLASTN 


NCBI GI 


gll85553 


BLAST score 


86 


E value 


7. 0e-41 


Match length 


99 


% identity 


53 


NCBI Description 


Zea mays glyceraldehyde-3-phosphate dehydrogenase {gpc 




gene, complete cds 


Seq. No. 


301219 


Seq. ID 


cat700017172.rl 


Method 


BLASTX 


NCBI GI 


g2462763 


BLAST score 


282 


E value 


9. Oe-26 


Match length 


65 


% identity 


78 


NCBI Description 


(AC002292) Highly similar to auxin-induced protein 




(aldo/keto reductase family) [Arabidopsis thaliana] 


Seq. No. 


301220 


Seq. ID 


cat700017201.rl 


Method 


BLASTX 


NCBI GI 


g3702341 


BLAST score 


197 


E value 


1 . 0e-15 


Match length 


70 


% identity 


OU 


NCBI Description 


(AC005397) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


301221 


Seq. ID 


cat700017234.rl 


Method 


BLASTX 


NCBI GI 


g4530595 


BLAST score 


155 


E value 


7.0e-ll 


Match length 


47 


% identity 


62 


NCBI Description 


(AF132477) heme oxygenase 2 [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301222 

cat700017238.rl 

BLASTX 

g4056502 

199 

5.0e-16 

64 
61 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 
301223 

cat700017249.rl 

BLASTX 

g585963 

172 

8.0e-13 

48 

75 

PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 
301224 

cat700017326.rl 

BLASTX 

g3928519 

379 

5.0e-37 

78 

85 

(AB011670) wpk4 protein kinase [Triticum aestivum] 
301225 

cat700017338.rl 

BLASTX 

g416922 

268 

4.0e-24 

70 

73 

DEOXYURIDINE 5 ' -TRIPHOSPHATE NUCLEOT I DOHYDROLASE (DUTPASE) 

(DUTP PYROPHOSPHATASE) (P18) >gi_282 947_pir JQ1599 dUTP 

pyrophosphatase {EC 3.6.1.23) - tomato 

>gi_251897_bbs_109276 (S40549) deoxyuridine triphosphatase, 
dUTPase, P18 {EC 3.6.1.23} [tomatoes, Tint Tim cultivar 
LA154, Peptide, 169 aa] [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301226 

cat700017371.rl 
BLASTX 
gl705463 
363 

4.0e-35 
77 
92 

BIOTIN SYNTHASE 

biotin sythase - _ 
biotin sythase [Arabidopsis thaliana] >gi_1403662 (U31806) 



(BIOTIN SYNTHETASE) >gi_2129547_pir S71201 

Arabidopsis thaliana >gi_1045316 (U24147) 
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BI02 protein [Arabidopsis thaliana] >gi_1769457 (L34413) 
biotin synthase [Arabidopsis thaliana] >gi_2288983 
(AC002335) biotin synthase (Bio B) [Arabidopsis thaliana] 

>gi_1589016_prf 2209438A biotin synthase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



301227 

cat700017381.rl 

BLASTX 

g4559334 

219 

2.0e-18 

56 

68 

(AC007087) unknown protein [Arabidopsis thaliana] 
301228 

cat700017562.rl 

BLASTN 

g3747043 

73 

4.0e-33 

77 

99 

Zea mays blue copper protein mRNA, partial cds 
301229 

cat700017669.rl 

BLASTN 

g22292 

70 

3.0e-31 

70 

100 

Z.mays mRNA for glycine-rich protein 
301230 

cat700017758.rl 

BLASTX 

g3513727 

260 

3.0e-23 

72 

67 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.4 9, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB4 0052 . 1_ (AL049525) putative 
protein [Arabidopsis thaliana] 

301231 

cat700017884.rl 

BLASTX 

g3393018 

161 

1.0e-ll 
67 
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% identity 49 

NCBI Description (AL031174) hypothetical protein [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301232 

cat700017912.rl 

BLASTX 

gll72977 

271 

2.0e-24 

63 

84 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 

301233 

cat700018032.rl 

BLASTX 

g4467125 

284 

7.0e-26 

64 

78 

(AL035538) putative protein [Arabj^ppsis thaliana] 
301234 

cat700018050.rl 

BLASTX 

g322752 

262 

2.0e-23 

73 

60 

auxin- independent growth promoter - Nicotiana tabacum 
>gi_559921_emb_CAA56570_ (X80301) axi 1 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301235 

cat700018068.rl 

BLASTX 

g4093155 

197 

8.0e-16 

71 

58 

(AF088281) phytochrome-associated protein 1 [Arabidopsis 
thaliana] 

301236 

cat700018158.rl 

BLASTX 

gl!2994 

239 

1.0e-20 

54 

91 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi 82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077__ (X12564) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ABA-inducible gene protein [Zea mays] 

>gi 226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

301237 

cat700018189.rl 

BLASTX 

g3269285 

144 

1.0e-09 

60 
53 

(AL030978) hypothetical protein [Arabidopsis thaliana] 
301238 

cat700018373.rl 

BLASTX 

gl706956 

166 

4.0e-12 

70 
41 

(U58283) cellulose synthase [Gossypium hirsutum] 

301239 ' 

cat700018510.rl 

BLASTX 

g70774 

385 

1.0e-37 
78 
100 

histone H4 (TH091) - wheat >gi_170747 
[Triticum aestivum] 



(M12277) histone H4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301240 

cat700018543.rl 

BLASTX 

g4539452 

346 

3.0e-33 

70 

84 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301241 

cat700018555.rl 

BLASTX 

g3152566 

159 

3.0e-ll 

77 
45 

(AC002986) Similar to hypothetical protein YLR002c, 
gb Z7314 from S. cerevisiae. [Arabidopsis thaliana] 
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Seq. No. 301242 

Seq. ID cat700018762.rl 

Method BLASTX 

NCBI GI g2281090 

BLAST score 203 

E value 2.0e-16 

Match length 72 

% identity 58 

NCBI Description (AC002333) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 301243 

Seq. ID cat700018814.rl 

Method BLASTX 

NCBI GI g584825 

BLAST score 310 

E value 5.0e-29 

Match length 67 

% identity 85 

NCBI Description B2 PROTEIN >gi_322726_pir_S32124 B2 protein - carrot 
>gi_297889_emb_CAA51078_ (X72385) B2 protein [Daucus 
carota] 

Seq. No. 301244 

Seq. ID cat700018855.rl 

Method BLASTX 

NCBI GI g2290400 

BLAST score 244 

E value 3.0e-21 

Match length 70 

% identity 69 

NCBI Description (U91339) stearoyl-ACP desaturase [Helianthus annuus] 

Seq. No. 301245 

Seq. ID cat700018911.rl 

Method BLASTX 

NCBI GI g2499477 

BLAST score 161 

E value 2.0e-ll 

Match length 29 

% identity 97 

NCBI Description 2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 

ANTIOXIDANT PROTEIN) >gi_861010_emb_CAA84396_ (Z34917) basl 
protein [Hordeum vulgar e] 

Seq. No. 301246 

Seq. ID cat700019030.rl 

Method BLASTN 

NCBI GI g22322 

BLAST score 82 

E value 2.0e-38 

Match length 165 

% identity 88 

NCBI Description Z.mays mRNA for H2B histone (clone CH2B214) 

Seq. No. 301247 

Seq. ID cat700019045.rl 

Method BLASTX 
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NCBI GI gl34946 
BX*AST score 277 
E value 5.0e-25 
Match length 7 9 

% identity 65 

NCBI Description ACYL- [ AC YL- CARRIER PROTEIN] DESATURASE PRECURSOR 

(STEAROYL-ACP DESATURASE) >gi_66361_pir OHSPAD 

acyl- [acyl-carrier-protein] desaturase (EC 1.14.99.6) 
precursor - spinach >gi_21230__emb_CAA44687___ (X62898) 
stearoyl-acyl- [acyl-carrier-protein] desaturase [Spinacia 
oleracea] 

301248 

cat700019120.rl 
BLASTX 
g4262240 
209 

4.0e-17 

49 
73 

(AC006200) putative stress protein [Arabidopsis thaliana] 
'301249 

cat700019139.rl 
BLASTX 
g595295 
199 

7.0e-16 
80 
50 

(U09269) delta6-palmitoyl-acyl carrier protein desaturase 
precursor [Thunbergia alata] 

301250 

cat700019151.rl 
BLASTX 
g3786011 
309 

8.0e-29 
72 
78 

(AC005499) putative elongation factor [Arabidopsis 
thaliana] 



Seq. No. 301251 

Seq. ID cat700019203.rl 

Method BLASTN 

NCBI GI g22292 

BLAST score 87 

E value 2.0e~41 

Match length 175 

% identity 87 

NCBI Description Z.mays mRNA for glycine-rich protein 

Seq. No. 301252 

Seq. ID cat700019228.rl 

Method BLASTX 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g542157 
177 

2.0e-13 

66 
58 

ribosomal 5S RNA-binding protein - Rice 



301253 

cat700019237.rl 

BLASTX 

g3219858 

194 

2.0e-15 

43 

86 

DNA- DIRECTED RNA 
>gi_2129724_pir_ 



POLYMERASE II 13.6 KD POLYPEPTIDE 
_S71204 RNA polymerase II 13.6 kDa chain - 
Arabidopsis thaliana >gi_881501 (U28048) RNA polymerase II 
13.6 kDa subunit [Arabidopsis thaliana] 

301254 

cat700019241.rl 

BLASTX 

g2706450 

181 

1.0e-13 

69 

58 

(AJ225172) magnesium dependent soluble inorganic 
pyrophosphatase [Solanum tuberosum] 



301255 

cat700019270.rl 

BLASTX 

g2832661 

232 

1.0e-19 

80 

60 

(AL021710) pherophorin 
thaliana] 



like protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



301256 

cat700019281.rl 

BLASTX 

g2347207 

140 

6.0e-09 

57 

40 

(AC002338) APG protein isolog [Arabidopsis thaliana] 
>gi_3150400 (AC004165) putative APG-like protein 
[Arabidopsis thaliana] 

301257 

cat700019338.rl 
BLASTX 
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NCBI GI 

BLAST scor'e 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST Score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2505874 
176 

2.0e-13 

69 
48 

(Y12776) putative kinase [Arabidopsis thaliana] 
301258 

cat700019396.rl 

BLASTX 

gl524383 

152 

2.0e-10 

47 

68 

(X63374) 3-phosphoshikimate 1-carboxyvinyltransf erase [Zea 
mays] 

301259 

cat700019404.rl 

BLASTX 

gl206013 

262 

3.0e-23 

61 

77 

(U44087) beta-D-glucosidase precursor [Zea mays] 
301260 

cat700019425.rl 

BLASTX 

g3128195 

320 

4.0e-30 

77 

79 

(AC004521) putative phosphoribosyl pyrophosphate synthetase 
[Arabidopsis thaliana] >gi_3341673 (AC003672) putative 

phosphoribosyl pyrophosphate synthetase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301261 

cat700019446.rl 

BLASTX 

g3935181 

187 

2.0e-14 

46 
70 

(AC004557) F17L21.24 [Arabidopsis thaliana] 
301262 

cat700019462.rl 

BLASTX 

g4165488 

257 

8.0e-23 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 
83 

(AJ132399) alpha-tubulin 3 [Hordeum vulgare] 
301263 

cat700019515.rl 

BLASTX 

g404688 

220 

2.0e-18 

75 
55 

(L19074) cytochrome P450 [Catharanthus roseus] 
301264 

cat700019575.rl 

BLASTX 

g2130003 

196 

3.0e-21 

64 
81 

squamosa-promoter binding protein 1 - garden snapdragon 
>gi_1183866_emb_CAA63113_ (X92369) squamosa-promoter 
binding protein 1 [Antirrhinum ma jus] 

301265 

cat700019675.rl 

BLASTX 

gll74745 

149 

5.0e-10 

49 

76 

TRIOSE PHOSPHATE ISOMERASE, CHLOROPLAST PRECURSOR (TIM) 

>gi 1363523_pir S537 61 triose-phosphate isomerase (EC 

5.371.1) precursor, chloroplast - rye 

>gi 609262 emb_CAA83533_ (Z32521) triosephosphate isomerase 

[Secale cereale] >gi_10954 94jprf 2109226B triosephosphate 

isomerase [Secale cereale] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301266 

cat700019710.rl 

BLASTN 

g!68500 

49 

9.0e-19 

164 

83 

Maize (Zea mays) histone 
301267 

cat700019715.rl 

BLASTX 

g2511531 

409 

2.0e-40 



H4 gene (H4C14), complete cds 
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Match length 78 
% identity 100 

NCBI Description (AF008120) alpha tubulin 1 [Eleusine indica] 

>gi_3163944_emb__CAA06618_ (AJ005598) alpha-tubulin 1 
[Eleusine indica] 



Seq. No. 301268 

Seq. ID cat700019756.rl 

> Method BLASTX 

NCBI GI g2344901 

BLAST score 144 

E value 2.0e-09 

Match length 31 

% identity 84 

NCBI Description (AC002388) serine/threonine protein kinase isolog 
[Arabidopsis thaliana] 



Seq. No. 301269 

Seq. ID cat700019764.rl 

Method BLASTX 

NCBI GI g4586246 

BLAST score 143 

E value 2.0e-09 

Match length 39 

% identity 67 

NCBI Description (AL049640) putative protein [Arabidopsis thaliana] 



Seq. No. 301270 

Seq. ID cat700019795.rl 

Method BLASTX 

NCBI GI g2058313 

BLAST score 137 

E value 9.0e-09 

Match length 45 

% identity 51 

NCBI Description (X97433) cinnamoyl-CoA reductase [Eucalyptus gunnii] 

Seq. No. 301271 

Seq. ID cat700019839.rl 

Method BLASTX 

NCBI GI gl619297 

BLAST score 389 

E value 3.0e-38 

Match length 73 

% identity 100 

NCBI Description (Y08490) alpha-tubulin 2 [Hordeum vulgare] 

Seq. No. 301272 

Seq. ID cat700020112.rl 

Method BLASTX 

fJCBI GI g4587607 

BLAST score 221 

E value 2.0e-18 

Match length 75 

% identity 53 

NCBI Description (AC006951) putative antisense basic fibroblast growth 
factor [Arabidopsis thaliana] 



42462 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301273 

cat700020186.rl 

BLASTX 

g4567209 

168 

3.0e-12 

79 

47 

(AC007168) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
' Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



301274 

cat700020314.rl 

BLASTN 

g22378 

35 

2.0e-10 

43 
95 

Z.mays gene for nucleic acid binding protein 
301275 

cat700020344.rl 

BLASTX 

gll72633 

186 

2.0e-14 

42 
86 

PROLIFERA PROTEIN >gi_675491 (L39954) contains MCM2/3/5 
family signature; PROSITE; PS00847; disruption leads to 
early lethal phenotype; similar to MCM2/3/5 family, most 
similar to YBR1441 [Arabidopsis thaliana] 



Seq. No. 301276 

Seq. ID cat700020388.rl 

Method BLASTX 

NCBI GI gl405353 

BLAST score 170 

E value 2.0e-12 

Match length 62 

% identity 56 

NCBI Description (D86086) canalicular multispecif ic organic anion 
transporter [Rattus norvegicus] 

Seq. No. 301277 

Seq. ID cat700020406.rl 

Method BLASTX 

NCBI GI g!66384 

BLAST score 163 

E value 9.0e-12 

Match length 33 

% identity 94 t 

NCBI Description (M35867) histone H3 (H3-1.1) [Medicago sativa] 



Seq. No. 301278 

Seq. ID cat700020418.rl 
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# 



Method BLASTN 

NCBI GI g575730 

BLAST score 187 

E value 1.0e-101 

Match length 187 

% identity 100 

NCBI Description Z.mays mRNA for transmembrane protein 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 301280 

Seq. ID cat700020544.rl 

Method BLASTN 

NCBI GI g22292 

BLAST score , 88 

E value " 4.0e-42 

Match length 116 

% identity 94 

NCBI Description Z.mays mRNA for glycine-rich protein 

Seq. No. 301281 

Seq. ID cat700020547.rl 

Method BLASTX 

NCBI GI g2832644 

BLAST score 150 

E value 3.0e-10 

Match length 44 

% identity 70 

NCBI Description (AL021710) teosinte branchedl - like protein [Arabidopsis 
thaliana] 

Seq. No. 301282 

Seq. ID cat700020591.rl 

Method BLASTX 

NCBI GI g3687243 

BLAST score 205 

E value 1.0e-16 

Match length 44 

% identity 89 

NCBI Description (AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 

Seq. No. 301283 

Seq. ID cat700020621.rl 

Method BLASTX 

NCBI GI g4585875 

BLAST score 220 

E value 2.0e-18 

Match length 58 



301279 

cat700020521.rl 

BLASTX 

g4584545 

190 

8.0e-15 

65 

55 

(AL049608) putative protein [Arabidopsis thaliana] 



42464 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 

(AC005850) Unknown protein [Arabidopsis thaliana] 
301284 

cat700020642.rl 

BLASTX 

g2662341 

383 

1.0e-37 

73 
97 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301285 

cat700020659.rl 

BLASTX 

g3236252 

145 

1.0e-09 

56 

55 

(AC004684) CERl-like protein [Arabidopsis thaliana] 
301286 

cat700020669.rl 

BLASTX 

g729671 

151 

2.0e-10 

32 

94 

HI STONE H2A >gi_473603 (U08225) histone H2A [Zea mays] 
301287 

cat700020717.rl 

BLASTX 

gl362086 

405 

6.0e-40 

83 

94 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2 12991 9_pir S 65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

301288 

cat700020833.rl 

BLASTX 

gl35398 

415 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-41 

77 
100 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S15773 tubulin alpha- 
chain - maize >gi__22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 



.rl 



301289 

cat700020905. 
BLASTX 
g82733 
291 

1.0e-26 

83 
72 

ubiquitin fusion protein UBF9 - maize >gi__168651 (M68937) 

[Zea mays] >gi_902527 (U29161) 
[Zea mays] 



ubiquitin fusion protein 
ubiquitin fusion protein 



>gi_1589388j?rf_ 
mays] 



_2211240B ubiquitin fusion protein [Zea 



Seq. No. 


301290 


Seq. ID 


cat700020907.rl 


Method 


BLASTX 


NCBI GI 


g4115386 


BLAST score 


144 


E value 


1.0e-09 


Match length 


72 


% identity 


47 


NCBI Description 


(AC005967) unknown 


Seq. No. 


301291 


Seq. ID 


cat700020950.rl 


Method 


BLASTX 


NCBI GI 


g2624328 


BLAST score 


195 


E value 


2.0e-15 


Match length 


60 


% identity 


60 


NCBI Description 


(AJ002894) OsGRP2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301292 

cat700021164.rl 

BLASTX 

gl21982 

168 

3.0e-12 

36 
92 

HI STONE H2A.2.2 
301293 

cat700021167.rl 

BLASTX 

g886740 

232 

7.0e-20 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 
86 

(X84376) 



his tone 4 [Zea mays] 



301294 

cat700021185.rl 

BLASTX 

g3142295 

179 

1.0e-13 

70 
51 

(AC002411) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. [Arabidopsis 
thaliana] 



Seq. No. 301295 

Seq. ID cat700021266.rl 

Method BLASTX 

NCBI GI g2191187 

BLAST score 161 

E value 1.0e-ll 

Match length 52 

% identity 62 

NCBI Description (AF007271) contains similarity to a DNAJ-like domain 
[Arabidopsis thaliana] 

Seq. No. 301296 

Seq. ID cat700021355.rl 

Method BLASTX 

NCBI GI g2274859 

BLAST score 168 

E value 3.0e-12 

Match length 32 

% identity 97 

NCBI Description (AJ000016) Cksl protein [Arabidopsis thaliana] 
>gi_4510420_gb_AAD21506.1_ (AC006929) putative 
cyclin-dependent kinase regulatory subunit [Arabidopsis 
thaliana] 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



301297 

cat700021473.rl 

BLASTX 

g4539671 

169 

2.0e-12 

53 
68 

(AF061282) serine carboxypeptidase [Sorghum bicolor] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



301298 

cat700021486.rl 

BLASTN 

g22320 

34 

8.0e-10 
64 



42467 



% identity 89 

NCBI Description Maize HI mRNA for HI histone 
301299 

cat700021541.rl 
BLASTX 
g4038471 
228 

3.0e-19 

52 
83 

(AF111029) 40S ribosomal protein S27 homolog [Zea mays] 

Seq. No. 301300 

Seq. ID cat700021543.rl 

Method BLASTN 

NCBI GI g662931 

BLAST score 41 

E value 6.0e-14 

Match length 61 

% identity 92 

NCBI Description G.max mRNA for heat shock transcription factor 
301301 

cat700021548.rl 
BLASTX 
gl304409 
162 

1.0e-ll 
61 
52 

(U40344) myristyl-ACP desaturase [Pelargonium hortorum] 

Seq. No. 301302 

Seq. ID cat700021636.rl 

Method BLASTN 

NCBI GI g2645165 

BLAST score 69 

E value 1.0e-30 

Match length 85 

% identity 95 

NCBI Description Oryza sativa mRNA, similar to ribosomal protein 

Seq. No. 301303 

Seq. ID cat700021704.rl 

Method BLASTX 

NCBI GI g3152596 

BLAST score 156 

E value 6.0e-ll 

Match length 75 

% identity 56 # 
NCBI Description (AC00298 6) YUP8H12R.36 [Arabidopsis thaliana] 

Seq. No. 301304 

Seq. ID cat700021768.rl 

Method BLASTX 

NCBI GI g4006878 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42468 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



183 

5.0e-14 

60 
53 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 
301305 

cat700021776.rl 
BLAST N 
gl906603 
48 

2.0e-18 

64 

94 

Zea mays ACCase gene, intron containing colonistl and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 

301306 

cat700021789.rl 

BLASTX 

g498931 

205 

1.0e-16 

70 

63 

(Z12825) ORF167; homologous to reverse transcriptases from 
retroviral-like transposons TNT 1-94 from tobacco and COPIA 
from Drosophila [Beta vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301307 

cat700021845.rl 

BLASTN 

g312178 

71 

4.0e-32 

75 
49 

Z.mays GapC2 gene 



Seq. No. 301308 

Seq. ID cat700021935.rl 

Method BLASTX 

NCBI GI g3335363 

BLAST score 155 

E value 9-0e-ll 

Match length 72 

% identity 40 

NCBI Description (AC003028) hypothetical protein [Arabidopsis thaliana] 

Seq. No. * 301309 

Seq. ID cat700022019.rl 

Method BLASTX 

NCBI GI g2583135 

BLAST score 319 

E value 5.0e-30 

Match length 67 



42469 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
>gi_3822216 (AF074948) FIL [Arabidopsis thaliana] 
>gi_4322477_gb_AAD16053_ (AF087015) abnormal floral organs 
protein [Arabidopsis thaliana] 

301310 

ceu700421522.hl 

BLASTX 

g462195 

436 

2.0e-43 

93 

89 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>giJL00682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi__3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 


301311 


Seq. ID 


ceu700421529.hl 


Method 


BLASTX 


NCBI GI 


g2244989 


BLAST score 


223 


E value 


1.0e-18 


Match length 


71 


% identity 


62 


NCBI Description 


(Z97340) strong similarity to ] 




[Arabidopsis thaliana] 


Seq. No. 


301312 


Seq. ID 


ceu700421531.hl 


Method 


BLASTX 


NCBI GI 


g3292817 


BLAST score 


244 


E value 


6.0e-21 


Match length 


95 


% identity 


55 


NCBI Description 


(AL031018) hypothetical protei 


Seq. No. 


301313 


Seq. ID 


ceu700421571.hl 


Method 


BLASTX 


NCBI GI 


g3721836 


BLAST score 


202 


E value 


4.0e-16 


Match length 


59 


% identity 


75 


NCBI Description 


(AB013384) HIP3 [Homo sapiens] 


Seq. No. 


301314 


Seq. ID 


ceu700421578.hl 


Method 


BLASTX 


NCBI GI 


g3269291 


BLAST score 


190 


E value 


1.0e-14 



naringenin 3-dioxygenase 
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Match length 

% identity 

NCBI Description 



76 
57 

(AL030978) putative receptor protein kinase [Arabidopsis 
thaliana] 





Seq. No. 


301315 




Seq. ID 


ceu700421596.hl 




Method 


BLASTX 




NCBI GI 


g4210948 




BLAST score 


257 




E value 


1.0e-22 




Match length 


50 




% identity 


96 




NCBI Description 


(AF085275) DnaJ protein [Hevea ] 




Seq. No. 


301316 




Seq. ID 


ceu700421675.hl 




Method 


BLASTN 




NCBI GI 


g4503730 




BLAST score 


78 




E value 


3.0e-36 




Match length 


98 




% identity 


95 




NCBI Description 


Homo sapiens FK506-binding prot 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



. 6 (36kD) (FKBP6) mRNA, 
and translated products >gi_3319236_gb_AF038847_AF038847 
Homo sapiens 36 kDa FK506 binding protein (FKBP36) mRNA, 
complete cds 



301317 

ceu700421714.hl 

BLASTN 

gl657753 

187 

1.0e-101 

199 
98 

Human elastin (ELN) gene, partial cds, 
(LIMK1) gene, complete cds 



and LIM-kinase 



301318 

ceu700421719.hl 

BLASTN 

g22430 

233 

1.0e-128 

275 

97 

Maize pseudo-Gpa2 pseudogene for glyceraldehyde-3-phosphate 
dehydrogenase subunit A 

301319 

ceu700421726.hl 

BLASTN 

g3413919 

146 

8.0e-77 
158 



42471 



% identity 98 

NCBI Description Homo sapiens mRNA for KIAA0479 protein, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301320 

ceu700421728.hl 

BLASTX 

g3292816 

169 

3.0e-12 

60 

60 

(AL031018) putative fizzy-related protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301321 

ceu700421730 
BLASTX 
g4585897 
189 

1.0e-14 
55 
64 

(AC007133) 
thaliana] 



hi 



hypothetical protein, 5 ? partial [Arabidopsis 



Seq. No. 301322 

Seq. ID ceu700421753.hl 

Method BLASTN 

NCBI GI g22221 

BLAST score 44 

E value 1.0e-15 

Match length 60 

% identity 93 

NCBI Description Z.mays ZSF4C3 gene for zein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 301324 

Seq. ID ceu700421787.hl 

Method BLASTX 

NCBI GI gl709848 

BLAST score 191 

E value 7.0e-15 

Match length 78 

% identity 53 

NCBI Description PHOTOSYSTEM II REACTION CENTRE W PROTEIN 

>gi 2147936_pir S73268 photosystem II protein W - Porphyra 

purpurea chloroplast >gi_1276813' (U38804) Photosystem II 
protein W [Porphyra purpurea] 



301323 

ceu700421774.hl 
BLASTN 
g4454705 
146 

7.0e-77 
150 

Homo sapiens chromosome 17 HSPC009 mRNA, complete cds 



42472 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301325 

ceu700421808.hl 

BLASTX 

g2393722 

180 

9.0e-14 

36 

(U90313) glutathione-S-transferase homolog [Homo sapiens] 
301326 

ceu700421842.hl 

BLASTN 

g3342001 

134 

1.0e-69 

183 
94 

Homo sapiens hematopoietic cell derived zinc finger protexn 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301327 

ceu700421848.hl 

BLASTX 

g4263831 

140 

6.0e-09 

78 
44 

(AC006067) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301328 

ceu700421861.hl 

BLASTX 

g4512018 

306 

2.0e-28 

71 

82 

(AF106660) mRNA binding protein precursor [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301329 

ceu700421876.hl 

BLASTN 

g3043569 

125 

3.0e-64 

154 

94 

Homo sapiens mRNA 



for KIAA0523 protein, partial cds 



Seq. No. 
Seq. ID 
Method 



301330 

ceu700421973.hl 
BLASTX 



42473 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



g3641252 
281 

1.0e-25 

57 
8 6 

(AF053127) 
domestica] 



leucine-rich receptor-like protein kinase [Malus 



301331 

ceu700422069.hl 

BLASTX 

gl001257 

235 

5.0e-20 

84 

51 

(D64003) hypothetical protein [Synechocystis sp.] 
301332 

ceu700422087.hl 

BLASTX 

g4506883 

186 

2.0e-14 

39 

97 

semenogelin I >gi_134426_sp_P04279_SEMl_HUMAN SEMENOGELIN I 
PROTEIN PRECURSOR (SGI) [CONTAINS: SEMINAL BASIC PROTEIN; 
ALPHA-INHIBIN-92; ALPHA-INHIBIN-31] >gi_338019 (J04440) 
semenogelin [Homo sapiens] 

301333 

ceu700422091.hl 

BLASTN 

g2411434 

243 

1.0e-134 

251 
99 

Human Xp22 contig of 3 PACS (R7-39D12, R7-134G1, R7-185L21) 
from the Roswell Park Cancer Institute, complete sequence 
[Homo sapiens] 

301334 

ceu700422165.hl 

BLASTX 

g4539355 

139 

9.0e-09 

68 

46 

(AL04 9525) putative protein [Arabidopsis thaliana] 
301335 

ceu700422192.hl 

BLASTX 

g4432825 



42474 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292 

1.0e-26 

83 
61 

(AC006593) putative SOP2p protein [Arabidopsis thaliana] 
301336 

ceu700422230.hl 

BLASTX 

g3212861 

195 

2.0e-15 

46 

78 

(AC004005) unknown protein [Arabidopsis thaliana] 
301337 

ceu700422244.hl 

BLASTN 

g452340 

79 

7.0e-37 

95 , 
96 

Z.mays mRNA for type II light-harvesting chlorophyll 
a/b-binding protein 

301338 

ceu700422316.hl 

BLASTN 

gl684871 

159 

1.0e-84 

163 
99 

Homo sapiens LPS-Induced TNF-Alpha Factor (LITAF) mRNA, 
complete cds 



301339 

ceu700422377.hl 
BLASTX 
g82733 
190 

6.0e-15 

39 

w ^ 90 

NCBI Description ubiquitin fusion protein UBF9 - maize >gi_168651 (M68937) 
ubiquitin fusion protein [Zea mays] >gi_902527 (U29161) 
ubiquitin fusion protein [Zea mays] 

>gi_1589388_prf 2211240B ubiquitin fusion protein [Zea 

mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301340 

ceu700422385.hl 

BLASTX 

g99758 

159 
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E value 
Match length 
% identity 
NCBI Description 



3.0e-ll 

37 

monosaccharid transport protein STP4 - Arabidopsis thalxana 
>gi_16524_emb_CAA47325_ (X66857) sugar transport protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301341 

ceu700422424. 
BLASTN 
g4567173 
107 

1.0e-53 

123 
97 

Homo sapiens 
sequence 



hi 



chromosome 19, cosmid R34187, complete 



301342 

ceu700422426.hl 

BLASTX 

g3914555 

234 

4.0e-20 

71 

68 

PUTATIVE RIBOSOME-BINDING FACTOR A, CHLOROPLAST PRECURSOR 
>gi_3096942_emb_CAA18852.1_ (AL023094) putative protein 
[Arabidopsis thaliana] 



Seq. No. 301343 

Seq. ID ceu700422519.hl 

Method BLASTX 

NCBI GI g3941468 

BLAST score 259 

E value 8.0e-23 

Match length 55 

% identity 78 

NCBI Description (AF062888) putative transcription factor [Arabidopsis 
thaliana] 

Seq. No. 301344 

Seq. ID ceu700422540.hl 

Method BLASTX 

NCBI GI g!747296 

BLAST score 330 

E value 4.0e-31 

Match length 70 

% identity 97 . 
NCBI Description (D45384) vacuolar ^-pyrophosphatase [Oryza sativa] 

>gi 3298476 dbj BAA31524 (AB012766) ovp2 [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301345 

ceu700422613.hl 

BLASTN 

g405634 

85 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-40 

180 

88 

Z.mays zmcpt mRNA triose phosphate/phosphate translocator 
301346 

ceu700422631.hl 

BLASTX 

g2262136 

159 

2.0e-ll 

31 

94 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] >gi_4263520__gb_AAD1534 6_ (AC004044) 
predicted protein of unknown function [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301347 

ceu700422639.hl 

BLASTX 

g4506885 

227 

3.0e-19 

58 

79 

semenogelin II >gi_401079_sp_Q02383__SEM2_HUMAN SEMENOGELIN 

II PRECURSOR (SGII) >gi_34 6359_pir A43412 semenogelin II 

precursor - human >gi_307418 (M81651) semenogelin II [Homo 
sapiens] >gi_338239 (M81652) semenogelin II [Homo sapiens] 
>gi_H47570_emb_CAA87 637_ (Z47556) semenogelin II [Homo 
sapiens] 



Seq. No. 


301348 


Seq. ID 


ceu700422736.hl 


Method 


BLASTX 


NCBI GI 


g2832677 


BLAST score 


154 


E value 


2.0e-10 


Match length 


82 


% identity 


38 


NCBI Description 


(AL021712) hypothetical 


Seq. No. 


301349 


Seq. ID 


ceu700422775.hl 


Method 


BLASTN 


NCBI GI 


g2984582 


BLAST score 


120 


E value 


4.0e-61 


Match length 


268 


% identity 


95 


NCBI Description 


Homo sapiens chromosome 




sequence [Homo sapiens] 


Seq. No. 


301350 


Seq. ID 


ceu700422887.hl 


Method 


BLASTX 



42477 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g4455271 
240 

1.0e-20 

81 

56 

(AL035527) 
thaliana] 



serine protease-like protein [Arabidopsis 



301351 

ceu700422908.hl 

BLASTX 

g2244940 

161 

3.0e-ll 

47 

64 

(Z97339) hypothetical protein [Arabidopsis thaliana] 
301352 

ceu700422974.hl 

BLASTN 

gl663516 

172 

4.0e-92 

234 

94 

Homo sapiens mRNA for membrane glycoprotein M6, complete 
cds 

301353 

ceu700423143.hl 

BLASTN 

g2898171 

103 

2.0e-51 

115 

97 

Homo sapiens microtubule-associated protein tau (tau) gene, 
: alternatively spliced products, exon 13/14 and complete cds 

301354 

ceu700423146.hl 

BLASTX 

g3293031 

320 

6.0e-30 

90 
67 

(AJ007574) amino acid carrier [Ricinus communis] 
301355 

ceu700423150.hl 

BLASTX 

g2494275 

253 

4.0e-22 

88 



42478 



% identity 55 

NCBI Description ELONGATION FACTOR P (EF-P) >gi_1399829 (U59235) elongation 
factor P [Synechococcus PCC7942] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301356 

ceu700423233.hl 

BLASTX 

g2760327 

246 

4.0e-21 

58 

79 

(AC002130) F1N21.12 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301357 

ceu700423234.hl 

BLASTX 

gl279876 

148 

2.0e-14 

61 

61 

(U52867) high affinity sulfate transporter HVST1 [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301358 

ceu700423243.hl 

BLASTN 

gl213279 

54 

1.0e-21 

54 

100 

Z.mays ZEMc gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301359 

ceu700423301.hl 

BLASTX 

g231654 

157 

5.0e-ll 

33 
88 

BRITTLE-1 PROTEIN PRECURSOR >gi_82 67 6_pir JQ1459 Btl 

protein precursor - maize >gi_168426 (M79333) brittle-1 
protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301360 

ceu700423456.hl 

BLASTX 

g3193328 

296 

4.0e-27 

76 

67 

{AF069299) No definition line found [Arabidopsis thaliana] 



42479 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID ( 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301361 

ceu700423471, 
BLASTN 
g4240320 
275 

1.0e-153 

287 

99 

Homo sapiens 



hi 



mRNA for KIAA0916 protein, partial cds 



Seq. No, 
Seq. ID 



301362 

ceu700423583.hl 

BLASTN 

g4503872 

83 

2.0e-39 

99 

96 

Homo sapiens glutamate decarboxylase 1 (brain, 67kD) (GAD1) 
mRNA >gi_182935_gb_M81883_HUMGAD67A Human glutamate 
decarboxylase (GAD 67 ) mRNA, complete cds. 
>gi_1408341_gb_G28526_G28526 human STS SHGC-31511 

301363 

ceu700423665.hl 
BLASTX 
g3522947 
'17 9 

2.0e-13 

52 
62 

(AC004411) hypothetical protein [Arabidopsis thaliana] 
301364 

ceu700423670.hl 

BLASTX 

g4510348 

148 

8.0e-10 

57 
60 

(AC006921) unknown protein [Arabidopsis thaliana] 
301365 

ceu700423689.hl 

BLASTX 

g419792 

419 

1.0e-41 

84 
94 

alternative oxidase - voodoo lily >gi_21216_emb_CAA78823_ 
(Z15117) salicylic acid-inducible alternative oxidase 
[Sauromatum guttatum] 

301366 

ceu700423711.hl 



42480 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g733457 

84 

6.0e-40 

127 

94 

Zea mays chlorophyll a/b-binding apoprotein CP24 (Lhcb6-1] 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301367 

ceu700423717.hl 

BLASTX 

g2129628 

154 

2.0e-10 

92 

43 

ketoconazole resistent protein - Arabidopsis thaliana 
>gi_928938_emb_CAA61433__ (X89036) ketoconazole resistent 
protein [Arabidopsis thaliana] 



Seq. No. 


301368 


Seq. ID 


ceu700423838.hl 


Method 


BLASTX 


NCBI GI 


g4206306 


BLAST score 


289 


E value 


2.0e-41 


Match length 


89 


% identity 


95 


NCBI Description 


(AF049110) prpol [Zea mays] 


Seq. No. 


301369 


Seq. ID 


ceu700423847.hl 


Method 


BLASTN 


NCBI GI 


g387670 


BLAST score 


135 


E value 


2.0e-70 


Match length 


139 


% identity 


99 


NCBI Description 


Human MG61 mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301370 

ceu700423863.hl 

BLASTN 

g4507098 

59 

8.0e-25 

132 

95 

Homo sapiens synaptosomal-associated protein, 25kD (SNAP25) 
mRNA >gi_2373387_dbj_D21267__D21267 Homo sapiens mRNA, 
complete cds 



Seq. No. 301371 

Seq. ID ceu700423877.hl 

Method BLASTX 

NCBI GI g4467125 



42481 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208 

8.0e-17 

88 
53 

(AL035538) putative protein [Arabidopsis thaliana] 
301372 

ceu700423958.hl 

BLASTN 

g2668747 

61 

7.0e-26 

61 

100 

Zea mays ribosomal protein L17 (rpll7) mRNA, complete cds 
301373 

ceu700423967.hl 

BLASTN 

g3360421 

223 

1.0e-122 

243 

98 

Homo sapiens clone 23887 mRNA sequence 
301374 

ceu700424002.hl 

BLASTX 

g585574 

234 

4.0e-20 

52 
85 

NEURONAL PROTEIN NP25 >gi_2119343_pir 152644 neuronal 

protein - rat >gi_205755 (M84725) neuronal protein [Rattus 
norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301375 

ceu700424010.hl 

BLASTN 

g3097872 

120 

4.0e-61 

245 

97 

Homo sapiens chromosome 17, 
sequence [Homo sapiens] 



clone HCIT305D20, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301376 

ceu700424017.hl 

BLASTN 

gl835730 

33 

4.0e-09 

33 

100 



42482 




NCBI Description Oryza sativa photosystem II 10 kDa polypeptide mRNA, 
complete cds 



Seq. No. 


301377 


Seq. ID 


ceu700424046.hl 


Method 


OjjiiO 1 A 


NCBI GI 


gzzo oiz 1 


BLAST score 


1 A A 
144 


E value 


z . ue vj 


Match length 


4 z 


% identity 


oy 


nlbi Descripuxon 


maafi£R\ cppi 4 1 i Vp nrotein l"Orvza sativa] 


Seq. No. 


301378 


Seq. ID 


ceu700424085.hl 


Method 


JDixH.O UN 


NCBI (jI 


g^> / :? 0 / 


BLAST score 


1 QQ 


E value 




Match length 


Z04 


% identity 


n a 

y4 


NCBI Description 


u oanionc! wt?c! a pnp fnr hrvnt nnhanvl- tRNA svnthetase* exon 


Seq. No. 


301379 


Seq. ID 


ceu700424116.hl 


Method 


BLASTN 


NCBI GI 




BLAST score 


120 


E value 


0 . ue-oi 


Match length 


a r 0 

252 


% identity 


91 


NCBI Description 


HOIflO Sapiens IUJAlNri. IOI ±V±rxrlU y J1 piULCxii/ pax uj.ax v^^^j 


Seq. No. 


301380 


Seq. ID 


ceu700424174.hl 


Method 


BLAbTX 


NCBI GI 


gzolobuo 


BLAST score 


140 


E value 


i . ue — i j 


Match length 


3D 


% identity 


/O 


NCBI Description 


/ 7\t?AO c; /I "5Q \ rino-inf orarit-inrf nrot"Pi n OTP^ f HoiTlO 55 HDlSnS 1 
(ArUZ04O-/j Upd lnteiauulliy JJIULcJ.ii wir j lxiwallv^ oa^xdidj 


Seq. No. 


301381 


Seq. ID 


ceu700424195.hl 


Method 


BLASTX 


NCBI GI 


g4oiyyy 


BLAST score 


166 


E value 


x . ue zu 


Match length 


82 


% identity 


67 


NCBI Description 


ELONGATION FACTOR G, CHLOROPLAST PRECURSOR (EF-G) 


Seq. No. 


301382 


Seq. ID 


ceu700424281.hl 


Method 


BLASTX 


NCBI GI 


g4510348 



42483 



BLAST score 


158 


E value 


o . ue-xx 


Match length 


oU 


% identity 


/u 


NCBI Description 


t Ann n £ Q9 i \ n-nV-nrvTATn nrnf*Pi n fArahi Hon^i s thalianal 


Seq. No. 




Seq, ID 


ceu / uu'i-.'- . nx 


Method 


DT T\0 "PV 


NCBI GI 


g540450 


BLAST score 


152 


E value 


o . ue — iu 


Match length 


do 


% identity 


DZ 


NCBI Description 


/TVF9Q C .QA\ WIMP r^laQQ TT nP-hp+*3 rPnTTin SaDiensl 


Seq. No. 




Ort s*r TVS 

beq. id 


C6U lUU^lifiJ-./ . JU-L 


Method 


"DT 7\ O T 1 V 


NCBI GI 


g4508068 


BLAST score 


162 


E value 


9 Ha 1 1 


Match length 


63 


% identity 


57 


NCBI Description 


/7\/— , nAEQQO\ QOCS r Ay-, t /-J o "i o a 1 t anal 

(AOUuoeSoZ) jUdj [AraDiaopsxs tnaiiandj 


Seq. No. 


iOlooo 


Seq. ID 


ceu / uu'.-.y of. j . nx 


Method 


BLASTX 


NCBI GI 


g466160 


BLAST score 


230 


E value 


2 . Oe-19 


Match length 


58 


% identity 


76 


NCBI Description 


HYPUI nhl XCAL y.o J\D lrKUli-iXJN ZiRDO-.. j xln on-\U- v ivJOULii_i 111 


>gi bJU/zl pxr b44yuo ^1x00^.0 prouexn ud.t?iiuxiiciijux u. 




elegans >gi zoy/by (LX44zy; putative [t_aenox:naiJuxuxt> 




elegans ] 


Seq. No. 


T A1 O Q _T 

oUXoo o 


beq. xu 


ceu. / uui^^ j j j • iix 


Method 


BLASTX 


NCBI GI 


g2494849 


BLAST score 


287 


E value 


3.0e-26 


Match length 


77 



% identity 69 

NCBI Description HYDROXYACYLGLUTAT HI ONE HYDROLASE (GLYOXALASE II) (GLX II) 
>gi_1237213__emb_CAA62483_ (X90999) glyoxalase II [Homo 
sapiens] 

Seq. No. 301387 

Seq. ID ceu700424413.hl 

Method BLASTN 

NCBI GI g3582311 

BLAST score 63 

E value 2.0e-27 



42484 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



87 
93 

Human Chromosome 16 BAC clone CIT987SK-A-972D3, complete 
sequence [Homo sapiens] 

301388 

ceu700424487.hl 

BLASTN 

g3005598 

79 

5.0e-37 

87 

98 

Homo sapiens katanin p80 subunit mRNA, complete cds 
301389 

ceu700424502.hl 

BLASTX 

g!33978 

255 

2.0e-22 

75 

73 

40S RIBOSOMAL PROTEIN S6 { PHOSPHOPROTEIN NP33) 

>gi_70932_pir R3RTS6 ribosomal protein S6 - rat 

>gi_70933_pir R3MS6 ribosomal protein S6 - mouse 

>gi~3]-9910_pir R3HU6 ribosomal protein S6 - human 

>gi_36148_emb_CAA47719_ (X67309) ribosomal protein S6 [Homo 
sapiens] >gi_54010_emb_CAA68430_ (Y00348) ribosomal protein 
S6 [Mus musculus] >gi_206747 (M29358) ribosomal protein S6 
[Rattus norvegicus] >gi_307393 (M77232) ribosomal protein 
S6 [Homo sapiens] >gi_l 17754 9_emb_CAA90936_ (Z54209) rpS6 
[Mus musculus] 

301390 

ceu700424520.hl 

BLASTX 

g3288881 

292 

1.0e-26 

88 
77 

(AF073839) bithoraxoid-like protein [Rattus norvegicus] 
301391 

ceu700424560.hl 

BLASTX 

g4468986 

176 

4.0e-13 

66 

44 

(AL035605) putative protein [Arabidopsis thaliana] 
301392 

ceu700424624.hl 
BLASTN 



42485 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



g4506044 
105 

3.0e-52 
173 
8 8 

Homo sapiens proteoglycan 1, secretory granule (PRG1) mRNA 
>gi 32432_emb_X17042_HSHPCP Human mRNA for hematopoetic 
proteoglycan core protein 

301393 

ceu700424638.hl 

BLASTN 

g4090180 

85 

2.0e-40 

120 
9 3 

Homo sapiens Xp22-150 BAC GSHB-309P15 (Genome Systems Human 
BAC Library) complete sequence [Homo sapiens] 

301394 

ceu700424641.hl 

BLASTN 

gl81207 

142 

2.0e-74 

178 

97 

Human Cu/Zn superoxide dismutase gene 
301395 

ceu700424686.hl 

BLASTX 

g3287688 

148 

5-0e-10 

40 
72 

(AC00397 9) Contains similarity to ycf37 gene product 
gb 1001425 from Synechocystis sp. genome gb_D63999. ESTs 
gb~T43026, gb_R64 902, gb_Z18169 and gb_N37374 come from 
this gene. [Arabidopsis thaliana] 

301396 

ceu700424714.hl 

BLASTX 

g3006143 

164 

1.0e-ll 

42 

(AL022299) hypothetical protein [Schizosaccharomyces pombej 
301397 

ceu700424732.hl 

BLASTX 

g2244816 



42486 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162 

2.0e-ll 

67 
40 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
301398 

ceu700424769.hl 

BLASTX 

g4115559 

238 

2.0e-20 

82 
50 

(AB013596) UDP-glucose:anthocysnin 5-O-glucosyltransf erase 
[Perilla frutescens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



301399 

ceu700424933.hl 

BLASTX 

g3779218 

142 

3.0e-09 

36 

72 

(AF030879) protein 



kinase CPK1 [Solanum tuberosum] 



301400 

ceu700424993.hl 

BLASTX 

gl806192 

164 

9.0e-12 

84 

40 

(Z84395) sppA [Mycobacterium tuberculosis] 
301401 

ceu700424996.hl 

BLASTN 

g3036778 

121 

5.0e-62 

129 

98 

Human DNA sequence from cosmid 398G5 from a region of the 
tip of the short arm of chromosome 16, spanning 2Mb of 
16pl3.3. Contains RAR (RAS like GTPASE) like gene, an 
anonymous gene and ESTs. Contains CpG island 

301402 

ceu700425005.hl 

BLASTX 

g295855 

313 

3.0e-29 

64 



42487 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

(X15642) P-pyruvate carboxylase [Zea mays] 



301403 

ceu700425034.hl 

BLASTX 

g2979544 

320 

7.0e-30 

93 

60 

(AC003680) putative cytochrome P- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



450 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



301404 

ceu700425066.hl 

BLASTX 

g4507065 

440 

5.0e-44 

92 

83 "... 
secretory leukocyte protease inhibitor 
(antileukoproteinase) >gi_113636_sp_P03973_ALKl_HUMAN 
ANT I LEUKO PROTEINASE 1 PRECURSOR (ALP) (HUSI-1) (SEMINAL 
PROTEINASE INHIBITOR) (SECRETORY LEUKOCYTE PROTEASE 
INHIBITOR) (BLPI) (MUCUS PROTEINASE INHIBITOR) (MPI) 

>gi_107 0529j?ir TIHUSP antileukoproteinase 1 precursor - 

human >gi_28 639_emb_CAA28158_ (X04470) precursor ALP [Homo 
sapiens] >gi_364 91_emb_CAA28188__ (X04503) SLPI-precursor 
[Homo sapiens] >gi_758101__emb_CAA28187_ (X04502) secretory 
leukocyte protease inhibitor (SLPI) [Homo sapiens] 
>gi_4378759_gb_AAD19661_ (AF114471) secretory leukocyte 
proteinase inhibitor precursor [Homo sapiens] 

301405 

ceu700425119.hl 

BLASTN 

g3176654 

70 

1.0e-31 

123 
96 

Homo sapiens chromosome 16, cosmid clone RT14 0 (LANL) , 
complete sequence [Homo sapiens] 



301406 

ceu700425120.hl 

BLASTX 

g4102582 

163 

2.0e-ll 

63 

52 

(AF013115) CAO 
301407 

ceu700425135.hl 



[Arabidopsis thaliana] 



42488 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



BLASTN 

g687589 

163 

7.0e-87 

187 

97 

Human (AFlq) mRNA, complete cds 
301408 

ceu700425136.hl 

BLASTN 

g285909 

177 

4.0e-95 

212 

97 

Homo sapiens P2 mRNA for ATP synthase subunit c, complete 
cds 

301409 

ceu700425224.hl 

BLASTX 

g4262242 

148 

1.0e-16" 

52 

84 

(AC006200) NADC homolog [Arabidopsis thaliana] 
301410 

ceu700425227.hl 

BLASTN 

g3550039 

114 

7.0e-58 

121 

99 

Human DNA sequence from clone 333H23 on chromosome 
22ql2.1-12.3. Contains the (possibly alternatively spliced) 
RPL3 gene for 60S Ribosomal Protein L3 and the threefold 
alternatively spliced gene for Synaptogyrin 1A, IB 

301411 

ceu700425273.hl 

BLASTN 

g3281967 

142 

2.0e-74 

169 

96 

Human DNA sequence from clone 425C14 on chromosome 6q22 
Contains the HSF2 gene for Heat Shock Factor 2 (Heat Shock 
Transcription Factor 2, HSTF 2) and an unknown gene similar 
to the placental protein DIFF33 gene. Contains 

301412 

ceu700425274.hl 



42489 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl633547 

101 

6.0e-50 

167 

98 

Human chromosome 12pl3 sequence, complete sequence [Homo 
sapiens] 

301413 

ceu700425276.hl 

BLASTN 

g3582736 

98 

4.0e-48 

105 

99 

Homo sapiens putative holocytochrome c-type synthetase ^ 
(HCCS) gene, nuclear gene encoding mitochondrial protein, 
exon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301414 

ceu700425315.hl 

BLASTX 

g3800742 

140 

4.0e-09 

35 

80 

(AF036548) RGC-32 [Rattus norvegicus] 
301415 

ceu700425331.hl 

BLASTN 

g533965 

134 

1.0e-69 

188 

93 

H. sapiens (xs99) mRNA, 344bp 
301416 

ceu700425370.hl 

BLASTX 

g3287693 

210 

2.0e-22 

62 

87 

(AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp. gb_D90916. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



301417 

ceu700425446.hl 

BLASTN 

gl228046 



42490 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 

3.0e-67 

150 
97 

Human mRNA for KIAA0199 gene, partial cds 



301418 

ceu700425609.hl 

BLASTX 

g2832692 

239 

2.0e-20 

63 

68 

(AL021713) putative protein 



[Arabidopsis thaliana] 



301419 

ceu700425688.hl 
BLAST N 
g4503012 
195 

1.0e-106 

218 

97 

Homo sapiens copine I (CPNE1) mRNA 
>gi_JL791256_gb_U83246_HSU8324 6 Homo 
complete cds 



sapiens copine I mRNA, 



Seq. No. 


301420 


Seq. ID 


ceu700425793.h2 


Method 


BLASTX 


NCBI GI 


g2244965 


BLAST score 


245 


E value 


3.Ge-21 


Match length 


79 


% identity 


57 


NCBI Description 


(Z9734 0) unnamed protein product 


Seq. No. 


301421 


Seq. ID 


ceu700425940.hl 


Method 


BLASTN 


NCBI GI 


g4185579 


BLAST score 


103 


E value 


3.0e-51 


Match length 


119 


% identity 


97 


NCBI Description 


Homo sapiens pl20E4F transcript! 




cds 



[Arabidopsis thaliana] 



complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301422 

ceu700426046.hl 

BLASTX 

g282748 

182 

9.0e-14 

80 
42 



42491 



NCBI Description gene coxll intron 2 protein - liverwort (Marchantia 

polymorpha) mitochondrion >gi_786218 (M68929) coxll intron2 
ORF [Marchantia polymorpha] 

Seq. No. 301423 

Seq. ID ceu700426114.hl 

Method BLASTN 

NCBI GI g3851004 

BLAST score 36 

E value 2.0e-ll 

Match length 52 

% identity 92 , 

NCBI Description Zea mays pyruvate dehydrogenase El alpha subunxt RNA, 

nuclear gene encoding mitochondrial protein, complete cds 

Seq. No. 301424 

Seq. ID ceu700426128.hl 

Method BLASTX 

NCBI GI g3402713 

BLAST score 175 

E value 3.0e-13 

Match length 67 

% identity 55 , 
NCBI Description (AC004261) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 301425 

Seq. ID ceu700426176.hl 

Method BLASTN 

NCBI GI g4062855 

BLAST score 99 

E value 7.0e-49 

Match length 135 

% identity 93 

NCBI Description Homo sapiens mRNA for HIS1 protein, complete cds 

Seq. No. 301426 

Seq. ID ceu700426183.hl 

Method BLASTX 

NCBI GI gll54954 

BLAST score 173 

E value 1.0e-12 

Match length 52 

% identity 75 

NCBI Description (X94693) histone H2A [Triticum aestivum] 

Seq. No. 301427 

Seq. ID ceu700426184.hl 

Method BLASTX 

NCBI GI g824 66 

BLAST score 160 

E value 3.0e-ll 

Match length 4 9 

% identity 61 

NCBI Description probable f erredoxin— NADP+ reductase (EC 1.18.1.2) - rice 
>gi_218163_dbj_BAA02248_ (D12815) f erredoxin-NADP+ 
reductase enzyme [Oryza sativa] 



42492 



0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301428 

ceu7004261'86.hl 

BLASTX 

g2129698 

158 

3.0e-ll 

53 
64 

protein kinase ATN1 (EC 2.7.1.™) - 
>gi_1054633_emb_CAA63387_ (X92728) 
[Arabidopsis thaliana] 



Arabidopsis thaliana 
protein kinase 



301429 

ceu700426245.hl 

BLASTX 

g4263714 

404 

1.0e-39 

96 
83 

(AC006223) putative integral membrane protein [Arabidopsis 
thaliana] 

301430 

ceu700426343.hl 

BLASTX 

gll5771 

292 

1.0e-26 

55 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi__82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224__emb_CAA32900__ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

301431 

ceu700426425.hl 

BLASTN 

g3108052 

58 

2.0e-24 

106 

89 

Zea mays myo-inositol 1-phosphate synthase mRNA, complete 
cds 

301432 

ceu700426431.hl 

BLASTN 

g22396 

43 

1.0e-15 

107 

85 

Z.mays gene for phosphoenolpyruvate carboxylase (EC 



42493 



4.1.1.31) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301433 

ceu700426494.hl 

BLASTX 

gl086147 

153 

1.0e-10 

31 
90 

protein S2 - Phalaris coerulescens >gi_556833_emb_CAA57520_ 
(X81992) S2 [Phalaris coerulescens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. ( 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301434 

ceu700426584.hl 

BLASTX 

g2144902 

190 

6.0e-15 

39 
100 

semenogelin I precursor - human >gi_487420 (M81650) 
[Homo sapiens] >gi_1147569_emb_CAA87636_ (Z47556) 
semenogelin I [Homo sapiens] 



SEMGI 



301435 

ceu700426592.hl 

BLASTN 

g4416300 

51 

5.0e-20 

63 

32 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 

301436 

ceu700426733.hl 

BLASTX 

g3402751 

149 

1.0e-13 

88 

27 

(AL031187) putative protein [Arabidopsis thaliana] 
301437 

ceu700426758.hl 

BLASTN 

g495268 

92 

9.0e-45 

112 
96 

R.norvegicus cox Via gene (heart) 



Seq. No. 



301438 



42494 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



ceu700426791.hl 

BLASTN 

gl68436 

33 

1.0e-09 

33 

100 

Zea mays catalase (Cat3) gene, complete cds 
301439 

ceu700426834.hl 

BLASTN 

g56669 

133 

5.0e-69 

185 

93 

Rat mRNA for ventricular myosin light chain 
301440 

ceu700426943.hl 

BLASTX 

g4567228 

143 

3.0e-09 

40 

62 

(AC007119) unknown protein [Arabidopsis thaliana] 
301441 

ceu700426963.hl 

BLASTX 

g4503479 

201 

3.0e-16 

40 
97 

eukaryotic translation elongation factor 1 delta (guanine 
nucleotide exchange protein) 

>gi_461994_sp_P29692_EFlD_HUMAN ELONGATION FACTOR 1-DELTA 
(EF-1-DELTA) >gi_1085404_pir S34626 translation elongation 

factor eEF-1 delta chain - human >gi_38522_emb_CAA7 9716_ 
(221507) human elongation factor-l-delta [Homo sapiens] 

301442 

ceu700426984.hl 

BLASTX 

g559371 

210 

3.0e-17 

45 
96 

(D29766) Crk-associated substrate, pl30 [Rattus norvegicus] 
301443 

ceu700427158.hl 
BLASTX 
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NCBI GI 


g4105794 


BLAST score 


155 


E value 


l . ue — ±u 


ixiai-cn lengtn 


^ A 
04 


■s identity 


E A 

oU 


jnudi description 


(AhU4yyzo) PGrzz4 L^^tunia X ] 


Seq. No. 


OAT AAA 

.301444 


oeq. 11J 


ceu /UU4Z /lbi.nl 


TtA /•> +- V\ /"\/-4 

ixietnoci 




NCBI GI 


g3047114 


BLAST score 


287 


E value 


c; A/^ o a 

0 . Ue-zb 


jyiaccn lengtu 




% identity 


T A 




^firuooyii?; iNo aeiinicion line 


Seq. No. 


301445 


oeq. iu 


A A A O "7 1 A 1 VI 

ceu / UU4z^ / zUl.nl 




■Dli/ib 1 A 


NCBI GI 


g2385369 


BLAST score 


376 


E value 


O Art "5 C. 

z . Ue- Jo 


Match length. 


/ O 


% identity 


y / 


jnl^di Description 


/ 7\ THAT d 01 \ n_„l -j. _j_ A 4 — . r t t _ 

(Ajuui4zi) Rerl protein [Homo 


Seq. No. 


301446 


O rt rt- T r\ 

beq. ID 


ceu700427203 . hi 


ftjTrt +- rt,r"l 

L v iex.noa 


DT 7\ OTiM 
OiiAblN 


JNOnl bl 


gz(Jo4 / / 


BLAST score 


213 


E value 


1.0e-116 


Match length 


ZOO 


^ laentity 


yo 


iNLiii Description 


Rat skeletal muscle creatine ] 




complete cds 


O rt rt- >.T — , 

oeq. no. 


301447 


oeq. iu 


ceu /UU4z /zly . hi 


l v ifcj LllOvJ. 


rSliiib 1 A 




g4 4 Uoo io 


BLAST score 


189 


E value 


1.0e-14 


Matcn lengtn 


56 


% identity 


61 


NCBI Description 


(AC006201) putative transcripl 




[Arabidopsis thaliana] 


Seq. No. 


301448 


beq. ID 


ceu70 042 7241 .hi 


rle L.IIUU. 


DT JVOrpV 
t5J_ii\o I A 


NCBI GI 


gll5793 


BLAST score 


172 


E value 


1.0e-12 


Match length 


33 


% identity 


94 
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II # 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE III PRECURSOR 
(CAB) >gi_7274 9_pir CDBH3 chlorophyll a/b-binding protein 

type III precursor - barley >gi_19023__emb_CAA44881_ 
(X63197) type III LHCII CAB precursor protein [Hordeum 

vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301449 

ceu700427273.hl 

BLASTN 

g20276 

51 

7.0e-20 

85 
91 

O.sativa oryzacystatin-II gene 
301450 

ceu700427302.hl 

BLASTN 

g203477 

104 

5.0e-52 

104 

100 

Rat skeletal muscle creatine kinase composite mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301451 

ceu700427325 
BLASTX 
g3688576 
200 

4.0e-16 

43 
93 

(D00512) 
[Rattus 



.hi 



mitochondrial acetoacetyl-CoA thiolase precursor 
sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301452 

ceu700427336.hl 

BLASTX 

g4522011 

194 

2.0e-15 

59 

54 

(AC007069) hypothetical protein 



301453 

ceu700427394.hl 

BLASTX 

g2493493 

147 

7.0e-10 

32 

78 

SERINE CARBOXY PEPTIDASE 



[Arabidopsis thaliana] 



II-l PRECURSOR { CP-MI I. 1) 



42497 



>gi_619352_bbs_ 1 153538 CP-MII . l=serine carboxypeptidase 
[Hordeum vulgare=barley, cv. Alexis, aleurone, Peptide, 
aa] 



324 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301454 

ceu700427416.hl 

BLASTN 

gl906603 

54 

6.0e-22 

54 
100 

Zea mays ACCase gene, intron containing colonist 1 and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 



301455 

ceu700427482.hl 

BLASTX 

g4102839 

139 

9.0e-09 

72 

42 

(AF016713) LeOPTl 



[Lycopersicon esculentum] 



301456 

ceu700427617.hl 

BLASTX 

g4512624 

259 

9.0e-23 

66 

67 

{AC004793) Strong similarity to gi_3033401 F19I3.29 
putative potassium transporter from Arabidopsis thaliana 
BAC gb_AC004238 

301457 

ceu700427634.hl 

BLASTX 

g3461821 

153 

3.0e-10 

82 

44 

(AC004138) putative nucleoside triphosphatase [Arabidopsis 
thaliana] 

301458 

ceu700427648.hl 

BLASTN 

gl68508 

110 

4.0e-55 

203 

94 



42498 



II # 



NCBI Description Maize oleosin KD18 (KD18; L2) gene, complete cds 



OC^i LN U . 


OU -L ft O -7 


Q&ri TV) 


ceu/uu^i / /DD.ni 


Method 


BLASTX 


NCBI GI 


g3746903 


rs.UA.oi score 


1 cc 

loo 


E value 


o . ue— 11 


f.A— J- ,-,1-. 1 _ _ J_ 1- 

Matcn lengtn 


OO 


Q- n j*-J t*-\ +- n 

ldeni-ity 


O 0 


NCBI Description 


(Al:Uby/z4) signal recognition particle 54 kDa subunit 




precursor [Pisum sativum] 


Op/Y Tap. 




Seq. ID 


ceu700428036.hl 


Method 


BLASTX 




rxA CQCO^n 

g40o bz bu 


ojjAo i score 


loo 


E value 


o . ue-ii 


Match length 


40 


% identity 


CI 


NCBI Description 


(AL049640) putative protein [Arabidopsis thaliana] 


ot?q . JNO . 


OU14 01 


oeq. lu 


ceu /uu4zoubU .ni 


Method 


BLASTN 


NCBI GI 


g4o0oz3o 


BLAST score 


88 


E value 


2.0e-42 


Matcn lengtn 


100 


£ identity 




NCBI Description 


Homo sapiens proteasome (prosome, macropain) activator 




subunit 2 (PA28 beta) (PSME2) mRNA 




>gi_1008914_dbj_D45248_HUMPHPA28A Human mRNA for protec 




activator hPA28 subunit beta, complete cds 


oeq. no* 


oU14 


Seq. ID 


ceu700428122.hl 


Method 


BLASTX 


JNOdI CjI 


goo /4 /4 


bLAbi score 


14o 


E value 


3. Oe-09 


lyiaucn lengnn 


/ 4 


s identity 


41 


NCBI Description 


(U15179) 0RF1 [Bacteroides ovatus] 


beq. wo. 


O 0 14 Dj 


beq. id 


ceu /0U4-(!;ol44. nl 


Method 


BLASTX 


NCBI GI 


gl352410 


BLAST score 


157 


E value 


6.0e-ll 


Match length 


45 


% identity 


62 


NCBI Description 


AT PAS E INHIBITOR, MITOCHONDRIAL PRECURSOR 



>gi_484 645_pir JS0738 ATPase inhibitor protein precursor, 

mitochondrial - rat >gi_286198_dbj_BAA02424_ (D13122) 



42499 



II 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



ATPase inhibitor protein precursor [Rattus norvegicus] 
>gi_517226 (U12250) mitochondrial ATPase inhibitor [Rattus 
norvegicus] 

301464 

ceu700428190.hl 

BLASTN 

g3150014 

231 

1.0e-127 

255 
98 

Human Chromosome 15q26.1 PAC clone pDJ443n8, complete 
sequence [Homo sapiens] 

301465 

ceu700428285.hl 

BLASTX 

gl68586 

248 

1.0e-21 

79 

98 

(M58656) pyruvate, orthophosphate dikinase [Zea mays] 
301466 

ceu7O'0428329.hl 

BLASTX 

g!33863 

158 

4.0e-ll 

31 
100 

40S RIBOSOMAL PROTEIN S24 (SI 9) >gi_71037_pir R3XL19 

ribosomal protein S24 - African clawed frog 
>gi_65054_emb_CAA24704_ (V01443) ribsomal protein S19 
[Xenopus laevis] 

301467 

ceu700428531.hl 

BLASTX 

g2997589 

154 

1.0e-10 

40 

75 

(AF020813) glucose-6-phosphate/phosphate-translocator 
precursor [Zea mays] 

301468 

ceu700428610.hl 

BLASTN 

g8051606 

112 

2.0e-56 

210 
88 



42500 



NCBI Description Homo sapiens glycophorin C (Gerbich blood group) (GYPC) 
mRNA >gi_36459_emb_X12496_HSSIALOB Human mRNA for 
erythrocyte membrane sialoglycoprotein beta (glycophorin C) 




Seq. No. 


301469 


beq. ID 


ceu /Uu4zo / 4 1 . nl 


Method 


bliAo IN 


NCBI GI 


go / 6644 


bLAbi score 




E value 


1.0e-138 


Match length 


269 


% identity 




NCBI Description 


numan caimoauim-1 ^uAijJxiij iukna, o uiK, partial sequence 


Seq. No* 


"3 n 1 /inn 
JU14 /U 


oeq. ±JJ 


ceu /uu4Zo /Di.ni 


Method 


BLASTX 


NCBI GI 


gll68329 


BLAST score 


16Z 


E value 


/ . ue-zo 


Match length 


80 


% identity 


DU 


NCBI Description 


ACTIN-LIKE PROTEIN 3 (ACTIN-LIKE PROTEIN 66B) (ACTIN-2) 




>gi_558568_emb_CAA50674_ (X71789) actin related protein 




[Drosophila melanogaster] >gi 1096138 prf 2111232A 




actin-related protein [Drosophila melanogaster] 


Seq, No. 


301471 


Seq. ID 


ceu700428768.hl 


Method 


BLASTX 


NCBI GI 


g3250693 


BLAST score 


223 


E value 


1.0e-18 


Match length 


88 


% identity 


45 


NCBI Description 


(AL024486) lectin like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301472 

ceu700428793.hl 

BLASTX 

g4544383 

168 

4.0e-12 

84 
42 

(AC007047) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301473 

ceu700428822.hl 

BLASTX 

g3309565 

315 

2.0e-29 

83 

78 

(AF049460) nuclear DEAF-1 related transcriptional regulator 
protein 8 [Homo sapiens] 



42501 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301474 

ceu700428830.hl 

BLASTN 

g2588612 

34 

1.0e-09 

38 
97 

Human BAC clone RG326G04 from 7p21, 
sapiens] 



complete sequence [Homo 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301475 

ceu700428854.hl 

BLASTN 

g4508148 

137 

2.0e-71 

205 

91 

Homo sapiens clone DJ0747G18, complete sequence 
301476 

ceu700428927.hl 

BLASTN 

g3095110 

222 

1.0e-122 

250 - 
98 

Homo sapiens 15 kDa selenoprotein mRNA, complete cds 
301477 

ceu700429017.hl 

BLASTX 

g4506679 

150 

3.0e-10 

33 
88 

ribosomal protein S10 >gi_1173177_sp_P4 6783_RS10_HUMAN 40S 

RIBOSOMAL PROTEIN S10 >gi_1362933_pir S55918 ribosomal 

protein S10 - human >gi__550025 (U14972) ribosomal protein 

S10 [Homo sapiens] >gi_1096944_prf 2113200G ribosomal 

protein S10 [Homo sapiens] 

301478 

ceu700429031.hl 

BLASTX 

g2760834 

252 

6.0e-22 

84 
64 

(AC003105) putative nitrate transporter [Arabidopsis 
thaliana] 



42502 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301479 

ceu700429060.hl 

BLASTN 

g2055391 

54 

4.0e-22 

98 

89 

Rattus norvegicus transmembrane receptor Unc5Hl mRNA, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301480 

ceu700429079.hl 

BLASTN 

g4416300 

109 

2.0e-54 

263 

86 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 



Seq. No. 


301481 


Seq. ID 


ceu700429156.hl 


Method 


BLASTN 


NCBI GI 


g2326946 


BLAST score 


97 


E value 


2.0e-47 


Match length 


204 


% identity 


89 


NCBI Description 


Z.mays mRNA for chlorophyll a/b-binding protein 


Seq. No. 


301482 


Seq. ID 


ceu700429190.hl 


Method 


BLASTX 


NCBI GI 


gl592832 


BLAST score 


233 


E value 


9.0e-20 


Match length 


50 


% identity 


86 


NCBI Description 


(L36095) mipA [Mesembryanthemum crystallinum] 


Seq. No. 


301483 


Seq, ID 


ceu700429194.hl 


Method 


BLASTN 


NCBI GI 


g3777601 


BLAST score 


43 


E value 


4.0e-15 


Match length 


139 


% identity 


83 


NCBI Description 


Oryza sativa clone LS195 SOS ribosomal protein : 




mRNA, nuclear gene encoding chloroplast protein, 




cds 


Seq. No. 


301484 


Seq. ID 


ceu700429206.-hl 


Method 


BLASTX 



complete 
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WPRT PT 




DXtrio 1 £3 L*(->X c 


99D 


E value 


6.0e-22 


Match length 


95 


is XLteiicxLy 




VT^TD T T^/-\ e v* t tt\^~ i /~\T\ 

INL/JdX JJSoCL xpi_.xu.ii 


(AFfi09inQ^ hvnnfhpt i pa 1 nrotpin FArabidoosis thaliana 1 




>rH ^1^8^94 fAFO^fi^O} LRR-containina F— box orotein 




f Arahi Hnn<? i thaliana] 


Oc^i IN (J • 


301485 


Qprr TD 


ceu700429287 .hi 


ft/To *f~ ]~i ^ 




IMV./.D1 Ul 


rr4 ^80468 


BIiAST score 


150 


E value 


5.0e-10 


liaLuii xeiiy uii 




■a xu.er]xxL.y 


7 ^ 


jml-idx uescrxpi-xon 


(APHH^flPI ^ rvn"l- a+* "i T7o r^r-nt*^ n n Hnflc:p« c* "i TT1 "i 1 3 r* t O hl^ITtan PKXl 

1 jf-j. 1 ^ UUOUOX j LP U. U ci L- -L V Ul ULCXH JvlllaoC / O _L1LL_L J- d J- u w i± lxlllcij. i J- iv/i j- 




anH Drn^nnhi 1 a DP? r ArabidoiDsis thaliana 1 


Oorr Mrs 

oeq • lnu • 


?ni 4ft 




reu700429293 hi 






1NODX ul 


rr^4?1 41^ 


Dii/ibi score 


9 9 Q 


E value 


3.0e-19 


Match length 


80 






inuidx uescripLion 


/ZiTnP1Q99^ nrnfoi n nhnc;nhAi"^ en 9A S R WD^ R rpnnl atOfV 
UOl J^t. / L/x\JL.tSXIl pilUDpilclLcloC £*r\ *J*J r^L/a. J-> icy uiat-ui jr 




onhnnif rnru7a <5a1-iT7-a1 >rri ^491 41 S fAF0819?^l nrotein 




rihnc?nh^i-p 9A lcDa R rt i aiila't~or"v subunit TOrvza satival 


beg. jno. 


JUX4i O / 


Sea ID 


ceu700429295.hl 


Method 


BLASTX 


NCBI GI 


g3287696 


BLAST score 


326 


E value 


1.0e-30 


Match length 


78 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



76 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb__D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 

301488 

ceu700429329.hl 

BLASTX 

g3337367 

151 

4.0e-13 

86 
51 

(AC004481) hypothetical protein [Arabidopsis thaliana] 
301489 

ceu700429388.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3132309 

47 

1.0e-17 

82 
90 

2ea mays mRNA for phosphoenolpyruvate carboxylase, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301490 

ceu700429408.hl 

BLASTN 

g452340 

69 

4.0e-31 

77 

99 

Z.mays mRNA for type II light-harvesting chlorophyll 
a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301491 

ceu700429511.hl 

BLASTX 

g2499987 

147 

6.0e-10 

54 

56 

PEPTIDYL-TRNA HYDROLASE (PTH) >gi_1870014__emb_CAB06865_ 
(Z92539) pth [Mycobacterium tuberculosis] 



Seq. No. 


301492 


Seq. ID 


ceu700429666.hl 


Method 


BLASTX 


NCBI GI 


g3057120 


BLAST score 


294 


E value 


7.0e-27 


Match length 


64 


% identity 


78 


NCBI Description 


(AF023159) starch 


Seq. No. 


301493 


Seq. ID 


ceu700429691.hl 


Method 


BLASTX 


NCBI GI 


g3510374 


BLAST score 


269 


E value 


5.0e-24 


Match length 


81 


% identity 


69 


NCBI Description 


(AB017188) antisei 


Seq. No. 


301494 


Seq. ID 


ceu700429707.hl 


Method 


BLASTN 


NCBI GI 


g4416300 


BLAST score 


178 


E value 


7.0e-96 
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Match length 


1 Q O 


% identity , 


Q Q 

y y 


NCBI Description 


Zea mays chromosome 4 22 kDa zein-associated intercluster 




region/ complete sequence 


Seq. No. 


oui4yo 


oeq. ID 


ceu / uu 4Z y / Z4 .ni 




OliflO 1 IN 




gozool / 4 


rSiiiioi score 


Do 


E value 


3.0e-24 


Match length 


74 


% identity 




NCBI Description 


Homo sapiens DNA sequence from PAC 168L15 on chromosome 




6q26— 27, Contains RSK3 gene, ribosomal protein S6 kinase, 




Hjoi, bob; bio. upo lsiano, complete sequence L^omo sapiens 


Seq. No. 


oU149o 


oeq. iJJ 


ceu / u U4 z y /do. ni 


Method 




NCBI GI 


g2213558 


BLAST score 


137 


E value 


1 . ue-Uo 


Match length 


51 


% identity 


47 


NCBI Description 


(Z 97 052) hypothetical protein [Schizosaccharomyces pombe] 


Seq. No. 


301497 


Seq. ID 


ceu7 0042 9y.il .hi 


Method 


BLAbTX 


NCBI GI 


gl658315 


BLAST score 


268 


E value 


/ . Ue-^4 


Match length 


4 / 


ft. -! <-]a«J-.! 4-., 

% identity 


94 


Nubi Description 


(xUoyoo) osr4ugo [Oryza sativaj 


Seq. No. 


301498 


Seq. ID 


ceu /0042997o.nl 


Method 


nj 7\ ntTlv 

BLAblA 




go OODODO 


BLAST score * 


277 


E value 


6.0e-25 


Match length 


o2 


% identity 


85 


NCBI Description 


(AF079588) 1-ammocyclopropane-l-carboxylate oxidase 




[Sorghum bicolor] 


Seq. No. 


301499 


Seq. ID 


ceu7 004 30011 .hi 


Method 


BLASTX 




go io / y 4 o 


BLAST score 


228 


E value 


4.0e-19 


Match length 


92 


% identity 


53 


NCBI Description 


(AC002131) Similar to salt-inducible membrane protein 



42506 



gb_U08285~from Nicotiana tabacum. 
this gene. (Arabidopsis thaliana] 



EST gb_F14010 comes from 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301500 

ceu700430046.hl 

BLASTX 

g951112 

178 

3.0e-13 

79 

43 

(U22470) galactose-binding lectin precursor [Arachis 
hypogaea] 

301501 

ceu700430049.hl 

BLASTX 

g2500139 

231 

2.0e-19 

74 
58 

PEPTIDE CHAIN RELEASE FACTOR 1 (RF-1) 

>gi_1653916_dbj_BAA18826_ (D90917) peptide chain release 
factor [Synechocystis sp.] 

301502 

ceu700430064.hl 

BLASTX 

g4544418 

150 

3.0e-10 

55 

56 

(AC006955) hypothetical protein [Arabidopsis thaliana] 
301503 

ceu700430093.hl 

BLASTX 

g2055273 

156 

9.0e-ll 

43 

60 

(D85339) hydroxypyruvate reductase [Arabidopsis thaliana] 
301504 

ceu700430292.hl 

BLASTX 

g3790581 

196 

2.0e-15 

54 

50 

(AF079179) RING-H2 finger protein RHBla [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301505 

ceu700430339.hl 

BLASTN 

g3947780 

42 

2.0e-14 

169 

82 

Human DNA sequence from clone 1118D24 on chromosome 
lp36. 11-36. 33. Contains part of a novel gene similar to 
worm genes T08G11.1 and C25H3.9, part of a 60S Ribosomal 
Protein L10 LIKE (pseudo)gene and two 3' exons of the 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301506 

ceu700430501.hl 

BLASTX 

g4210330 

146 

2.0e-09 

29 

93 

(AJ223802) 2-oxoglutarate dehydrogenase, 
[Arabidopsis thaliana] 



El subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E, value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301507 

ceu700430575.hl 

BLASTX 

g3329368 

286 

8.0e-26 

89 

63 

(AF031244) nodulin-like protein [Arabidopsis thaliana] 
301508 

ceu700430656.hl 

BLASTN 

g4506882 

69 

4.0e-31 

105 

91 

Homo sapiens semenogelin I (SEMG1) mRNA 
>gi_338018_gb_J04440_HUMSEM Homo sapiens semenogelin 
protein (SEMG) mRNA, complete cds 

301509 

ceu700430776.hl 

BLASTX 

g3024122 

373 

4.0e-36 

94 

81 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2} >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 



42508 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301510 

ceu700430813.hl 

BLASTX 

g2766450 

162 

1.0e-ll 

43 

74 

(AF029857) cytochrome P450 CYP99A1 [Sorghum bicolor] 
301511 

ceu700430827.hl 

BLASTX 

gl805654 

170 

4.0e-23 

92 

71 

(X99972) calmodulin-stimulated calcium-ATPase [Brassica 
oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301512 

ceu700430866.hl 

BLASTX 

g3337389 

292 

1.0e-26 

95 

56 

(AC004682) pre-mRNA splicing factor (PRP16) (KIAA0224) [Homo 
sapiens] 

301513 

ceu700430881.hl 

BLASTX 

g3342734 

206 

8.0e-17 

44 

93 

(AC005329) NUKM_HUMAN, partial CDS; COMPLE; CI-20KD; PSST 
SUBUNIT [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



301514 

ceu700431089.hl 

BLASTX 

gl938424 

167 

3.0e-12 

44 

68 

(U97002) similar to acyl-CoA dehydrogenases and epoxide 
hydrolases [Caenorhabditis elegans] 

301515 

ceu700431138.hl 



42509 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll8104 

325 

2.0e-30 

66 

92 

PEPTIDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68 678) cyclophilin [Zea mays] 

301516 

ceu700431190.hl 

BLASTN 

g498145 

98 

6.0e-48 

255 

92 

Human mRNA for HHR23A protein, complete cds 
>gi_1408335_gb_G28520_G28520 human STS SHGC-31478 

301517 

ceu700431325.hl 

BLASTN 

g4505884 

116 

5.0e-59 

120 

99 

Homo sapiens perilipin (PLIN) mRNA 

>gi_3041770_dbj_AB005293_AB005293 Homo sapiens mRNA for 
perilipin, complete cds 

301518 

ceu700431403.hl 

BLASTN 

g2979600 

67 

2.0e-29 

165 

86 

Homo sapiens PAC clone DJ0844F09 from 7pl2-pl3, complete 
sequence [Homo sapiens] 

301519 

ceu700431404.hl 

BLASTN 

g433039 

61 

4.0e-26 

129 

87 

Zea mays W-22 clone PREM-1 retroelement PREM-1, partial 
sequence 



42510 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301520 

ceu700431413.hl 

BLASTX 

g3549669 

195 

3.0e-15 

61 

64 

(AL031394) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301521 

ceu700431465.hl 

BLASTN 

gl098664 

35 

2.0e-10 

120 
84 

Zea mays phytoene synthase 



(Yl) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301522 

ceu700431489.hl 

BLASTN 

g4505578 

222 

1.0e-122 

254 

97 

Homo sapiens paired basic amino acid cleaving enzyme 
(furin, membrane associated receptor protein) (PACE) mRNA 
>gi_31477_emb_X17094_HSFUR Human fur mRNA for furin 



Seq. No. 


301523 


Seq. ID 


ceu700431556.hl 


Method 


BLASTX 


NCBI GI 


g3769549 


BLAST score 


309 


E value 


3.0e-38 


Match length 


90 


% identity 


89 


NCBI Description 


(AF089812) ubiquit: 


Seq. No. 


301524 


Seq. ID 


ceu700431616.hl 


Method 


BLASTN 


NCBI GI 


gl754648 


BLAST score 


48 


E value 


5.0e-18 


Match length 


60 


% identity 


95 


NCBI Description 


Homo sapiens mRNA 


Seq. No. 


301525 


Seq. ID 


ceu700431677.hl 


Method 


BLASTX 


NCBI GI 


g4406764 


BLAST score 


171 



complete cds 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-21 

91 

57 

(AC006836) ' putative uridylyl transferase [Arabidopsis 
thaliana] 

301526 

ceu700431728.hl 

BLASTN 

g22378 

43 

4.0e-15 

87 

89 

Z.mays gene for nucleic acid binding protein 
301527 

ceu700431773.hl 

BLASTX 

g2465923 

193 

5.0e-15 

89 
46 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301528 

ceu700431776.hl 

BLASTX 

g3935168 

169 

3.0e-12 

57 

60 

(AC004557) F17L21, 



11 [Arabidopsis thaliana] 



301529 

ceu700431783.hl 

BLASTN 

g3819359 

53 

5.0e-21 

85 
91 

Hordeum vulgare genomic DNA fragment; clone MWG0829.uni 
301530 

ceu700431831.hl 

BLASTX 

gl293835 

150 

6.0e-12 

72 
47 

(U56965) C15H9.5 gene product [Caenorhabditis elegans] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301531 

ceu700431853.hl 

BLASTX 

g2135819 

233 

6.0e-20 

43 

100 

neuropolypeptide h3, brain - human (fragment) 
>gi_4261934_gb_AAD14234_S7 6773_l (S76773) neuropolypeptide 
h3 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301532 

ceu700431858.hl 

BLASTN 

g4557252 

240 

1.0e-132 

240 

100 

Homo sapiens disintegrin and metalloprotease domain 8 
(ADAM8) mRNA >gi_1864004_dbj_D26579_D26579 Homo sapiens 
mRNA for transmembrane protein, complete cds 



Seq. No. 


301533 


Seq. ID 


ceu700431906.hl 


Method 


oliAo 1 JN 


VTOT3T pT 


y Z? J \J rt £+ o 


BLAST score 


88 


E value 


2.0e-42 


Match length 


116 


% identity 


95 


NCBI Description 


Homo sapiens splicing 3 




(SFRS7) gene, complete 


Seq. No. 


301534 


Seq. ID 


ceu700431946.hl 


Method 


BLASTN 


NCBI GI 


g285948 


BLAST score 


91 


E value 


4.0e-44 


Match length 


103 


% identity 


97 


NCBI Description 


Human mRNA for KIAA010< 


Seq. No. 


301535 


Seq. ID 


ceu700431967.hl 


Method 


BLASTX 


NCBI GI 


gl001355 


BLAST score 


203 


E value 


3.0e-16 


Match length 


83 


% identity 


52 


NCBI Description 


( D 64 0 0 6 ) auxin-induced 


Seq. No. 


301536 


Seq. ID 


ceu700431983.hl 



arginine/serine-rich 7 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTN 

g3970875 

217 

1.0e-119 

273 
95 

Homo sapiens HRIHFB2216 mRNA, partial cds 
301537 

ceu700432127.hl 

BLASTN 

g22239 

150 

4.0e-79 

181 
96 

Maize cytosolic mRNA for subunit A of chloroplast GAPDH 
(GapA) glyceraldehyde-3-phosphate dehydrogenase 

301538 

ceu700432132.hl 

BLASTN 

g3599965 

158 

7.0e-84 

190 

97 

Homo sapiens h-scol (SCOl) mRNA, nuclear gene encoding 
mitochondrial protein, complete cds 

301539 

ceu700432229.hl 

BLASTN 

g809120 

64 

6.0e-28 

129 

97 

Human DNA from cosmid DNA MMDB (fl0080) and MMDC (JE13544) 
from chromosome 19ql3.3 (obtained by automated sequence 
analysis) 

301540 

ceu700432248.hl 

BLASTN 

g4507812 

47 

7.0e-18 

63 

94 

Homo sapiens UDP-glucose dehydrogenase (UGDH) mRNA, and 
translated products >gi_3127126_gb_AF061016_AF061016 Homo 
sapiens UDP-glucose dehydrogenase (UGDH) mRNA, complete cds 

301541 

ceu700432264.hl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3688172 
204 

1.0e-16 

60 

63 

(AL031804) putative protein [Arabidopsis thaliana] 
301542 

ceu700432286.hl 

BLASTN 

g4500013 

104 

1.0e-51 

188 

88 

Homo sapiens mRNA; cDNA DKFZp564F053 (from clone 
DKFZp564F053) 

301543 

ceu700432287.hl 

BLASTN 

g4506606 

80 

1.0e-37 

100 

95 

Homo sapiens ribosomal protein L18 (RPL18) mRNA 
>gi_337492_gb_L11566_HUMRPL18A' Homo sapiens ribosomal 
protein L18 (RPL18) mRNA, complete cds 

301544 

ceu700432339.hl 

BLASTX 

g3786011 

147 

8.0e-10 

51 

67 

(AC005499) putative elongation factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301545 

ceu700432432.hl 

BLASTX 

g3334667 

264 

2.0e-23 

83 
59 

(Y10493) putative cytochrome P450 [Glycine max] 
301546 

ceu700432437.hl 

BLASTN 

g4416300 

81 

8.0e-38 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



252 
84 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 

301547 

ceu700432474.hl 

BLASTX 

g4490314 

361 

8.0e-35 

82 

78 

(AL035678) putative protein [Arabidopsis thaliana] 
301548 

ceu700432509.hl 

BLASTN 

g2815550 

2^41 

1.0e-133 

273 

97 

Human Chromosome 16 BAC clone CIT987SK-A-211C6, complete 
sequence [Homo sapiens] 

301549 

ceu700432533.hl 

BLASTN 

g3150016 

76 

5.0e-35 

160 

87 

Homo sapiens chromosome 7 clone NHGRI : yWSS1564 from 
7pl4-15, complete sequence [Homo sapiens] 

301550 

ceu700432577.hl 

BLASTX 

g3406749 

245 

2.0e-21 

52 

90 

(AF068180) B cell linker protein BLNK [Homo sapiens] 
301551 

ceu700432636.hl 

BLASTX 

gl076290 

279 

4.0e-25 

70 

71 

amino acid transporter AAP4 - Arabidopsis thaliana 
>gi_608671_emb_CAA54 631_ (X77500) amino acid transporter 
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[Arabidopsis thaliana] 



Seq. No. 




Seq. ID 


ceu700432654.hl 


Method 


BLASTX 


NCBI GI 


gJzDzou / 


BLAST score 


10 j 


E value 


o 1 1 

o . Ue-ll 


Match length 




% identity 




NCBI Description 




Seq. No. 




beq. ±u 


rpn700432689 hi 


Method 


BLASTN 


NCBI GI 


g3135974 


BLAST score 


109 


E value 


7.0e-55 


Match length 


125 


% identity 


97 


NCBI Description 


Homo sapiens DNA sequence from 



known Serine Kinase. Contains ESTs, 
complete sequence [Homo sapiens] 



STSs and a GSS, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



301554 

ceu700432771.hl 

BLASTX 

g4510347 

141 

5.0e-09 

66 

48 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
301555 

ceu700432778.hl 

BLASTX 

gl911166 

206 

1.0e-16 

70 

53 

(X94400) soluble-starch-synthase [Solanum tuberosum] 
301556 

ceu700432807.hl 

BLASTX 

g3776082 

346 

5.0e-33 

88 

72 

(Y18250) MtN30 [Medicago truncatula] 

301557 - w ^ 

ceu700432943.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g3088575 

411 

1.0e-40 

83 

94 

(AF059531) protein arginine N-methyltransf erase 3 [Homo 
sapiens] 

301558 

ceu700432978.hl 

BLASTN 

g!103627 

124 

1.0e-63 

139 
98 



NCBI Description Z.mays Ferl gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301559 

ceu700433004.hl 

BLASTX 

g3335345 

412 

1.0e-40 

91 

87 

(AC004512) Contains similarity to ABC transporter 
gb_1651790 from Synechocystis sp. gb_D90900. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301560 

ceu700433048.hl 

BLASTX 

g4587568 

206 

1.0e-16 

51 
69 

(AC006550) Contains PF_00637 Clathrin 7-fold repeat. EST 
gb_AA721862 comes from this gene. [Arabidopsis thaliana] 

301561 

ceu700433070.hl 

BLASTN 

g236729 

80 

3.0e-37 

243 

86 

metallothionein homologue [Zea mays, Genomic/mRNA, 1859 nt] 
301562 

ceu700433077.hl 

BLASTX 

g3047119 

235 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-20 

86 

49 

(AF058919) No definition line found [Arabidopsis thaliana] 



301563 

ceu700433173.hl 

BLASTX 

gl574938 

244 

4.0e-21 

47 
100 

(U34726) superoxide dismutase 4 



[Zea mays] 



301564 

ceu700433264.hl 

BLASTX 

g4580013 

162 

1.0e-ll 
46 

65 

(U83194) TRAF4-associated factor 2 [Homo sapiens] 
301565 

ceu700433458.hl 

BLASTN 

g606814 

82 

7.0e-39 

90 

98 

Zea mays Golden Bantam carbonic anhydrase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301566 

ceu700433528.hl 

BLASTN 

g609287 

51 

7.0e-20 

262 

81 

Z.diploperennis Grandel gene 
301567 

ceu700433555.hl 

BLASTN 

g56543 

67 

2.0e-29 

262 

82 

Rat mRNA for lactate dehydrogenase 



Seq. No, 



301568 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ceu700433588.hl 

BLASTX 

g4106342 

371 

6.0e-36 

85 

87 

(AF062076) palmitylated serine/threonine kinase [Mus 
mus cuius] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301569 

ceu700433595.hl 

BLASTX 

g4538934 

262 

4.0e-23 

85 

58 

(AL049483) putative leucine-rich-repeat protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301570 

ceu700433642.hl 

BLASTX 

g4539009 

228 

2.0e-19 

55 

75 

(AL049481) putative protein [Arabidopsis thaliana] 
301571 

ceu700433657.hl 

BLASTX 

g2773156 

252 

1.0e-31 

75 

91 

(AF039574) serine/threonine protein kinase [Mus musculus] 
301572 

ceu700433658.hl 

BLASTX 

gl495804 

164 

1.0e-ll 

33 

85 

(X96406) 13-lipoxygenase [Solanum tuberosum] 
301573 

ceu700433713.hl 

BLASTX 

g2618721 

257 

2.0e-22 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST . score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 



76 
70 

(U49072) IAA16 [Arabidopsis thaliana] 
301574 

ceu700433813.hl 

BLASTX 

g3004565 

336 

2.0e-32 

87 

74 

(AC003673) putative protein kinase [Arabidopsis thaliana] 
301575 

ceu700433822.hl 

BLASTX 

g4503155 

452 

2.0e-45 

89 

93 

cathepsin L >gi_115741_sp_P07711_CATL_HUMAN CAT HE PS IN L 
PRECURSOR (MAJOR EXCRETED PROTEIN) (MEP) 

>gi_67649_pir KHHUL cathepsin L (EC 3.4.22.15) precursor 

human >gi_29715_emb_CAA30981_ (X12451) pro- (cathepsin L) 
[Homo sapiens] >gi_190418 (M204 96) preprocathepsin L 
precursor [Homo sapiens] 

301576 

ceu700433827.hl 

BLASTX 

g2058498 

220 

3.0e-18 

65 
66 

(U76029) hemoglobin 1 [Oryza sativa] >gi_2058500 (U76030) 
hemoglobin 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301577 

ceu700433829.hl 

BLASTN 

g2393736 

38 

4.0e-12 

38 

100 

Human BAC clone GS025M02 from 7q21-q22, 
[Homo sapiens] 

301578 

ceu700433861.hl 

BLASTX 

g3395426 

315 

2.0e-29 



complete sequence 
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Match length 86 

% identity "64 

NCBI Description (AC004683) unknown protein [Arabidopsis thaliana] 

Seq. No. 301579 

Seq. ID ceu700433918.h2 

Method BLASTX 

NCBI GI g629602 

BLAST score 201 

E value 3.0e-16 

Match length 52 

% identity 67 

NCBI Description probable imbibition protein - wild cabbage 

>gi_488787_emb_CAA55893_ (X7 9330) putative imbibition 
protein [Brassica oleracea] 

Seq. No. 301580 

Seq. ID ceu700433935.h2 

Method BLASTX 

NCBI GI g3176726 

BLAST score 315 

E value 2.0e-29 

Match length 73 

% identity 75 

NCBI Description (AC002392) putative serine proteinase [Arabidopsis 
thaliana] 

Seq. No. 301581 

Seq. ID ceu700433958.h2 

Method BLASTN 

NCBI GI g2121307 

BLAST score 69 

E value 1.0e-30 

Match length 157 

% identity 86 

NCBI Description Human DNA sequence from 4PTEL, Huntington's Disease Regi< 
chromosome 4pl6.3 

Seq. No. 301582 

Seq. ID ceu700434008.hl 

Method BLASTN 

NCBI GI g4240216 

BLAST score 120 

E value 5.0e-61 

Match length 253 

% identity 98 

NCBI Description Homo sapiens mRNA for KIAA0864 protein, partial cds 

Seq. No. 301583 

Seq. ID ceu700434206.hl 

Method BLASTX 

NCBI GI g3128173 

BLAST score 209 

E value 7.0e-17 

Match length 65 

% identity 74 t 
NCBI Description (AC004521) hypothetical protein [Arabidopsis thaliana] 
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# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301584 

ceu700434343.hl 

BLASTN 

gl835730 

55 

2.0e-22 

82 

93 

Oryza sativa photosystem II 
complete cds 



10 JcDa polypeptide mRNA, 



301585 

ceu700434376.hl 

BLASTX 

g2501620 

185 

2.0e-14 

51 

71 

UREASE (UREA AMIDOHYDROLASE) >gi_1944148_dbj__BAA19550_ 
(AB002590) Urelp [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301586 

ceu700434382.hl 

BLASTN 

g2529562 

135 

3.0e-70 

175 

94 

Homo sapiens TRAIL receptor 2 mRNA, complete cds 
301587 

ceu700434393.hl 

BLASTX 

gl076791 

224 

6.0e-19 

42 

98 

calcium-binding protein - maize >gi_2119370_pir S58170 

Calreticulin precursor - maize >gi_577612_emb_CAA86728_ 

(Z46772) calcium-binding protein [Zea mays] 
>gi_927572_emb_CAA61939_ (X89813) Calreticulin precursor 

[Zea mays] >gi_1587033_prf 2205314A calreticulin [Zea 

mays] 

301588 

ceu700434408.hl 

BLASTN 

g4503100 

173 

7.0e-93 

180 

99 

Homo sapiens cysteine and glycine-rich protein 2 (LIM 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



domain only, smooth muscle) (CSRP2) mRNA 
301589 

ceu700434483.hl 

BLASTN 

g436123 

100 

2.0e-49 

147 

93 

M.musculus mRNA for phosphorylase kinase 
301590 

ceu700434492.hl 

BLASTX 

g2459446 

147 

6.0e-10 

57 

47 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301591 

ceu700434619.hl 

BLASTX 

g4506655 

315 

1.0e-35 

90 

90 

ribosomal protein L5 >gi_1173054_sp_P46777_RL5_HUMAN 60S 

RIBOSOMAL PROTEIN L5 >gi_1362932_pir S55912 ribosomal 

protein L5 - human >gi_550013 (U14 966) ribosomal protein L5 

[Homo sapiens] >gi_1096938_prf 2113200A ribosomal protein 

L5 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301592 

ceu700434640.hl 

BLASTX 

g3063448 

194 

3.0e-15 

87 

46 

(AC003981) F22013, 



10 [Arabidopsis thaliana] 



301593 

cjh700192904.hl 

BLASTN 

gl68681 

234 

1.0e-129 

260 

74 

Maize 19 kDa zein mRNA, clone CZ19D1, complete cds. 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 



42524 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301594 

cjh700192964.hl 

BLASTN 

g3015620 

101 

9.0e-50 

101 

100 

Zea mays low molecular weight heat shock protein precursor 
(hsp22) mRNA, nuclear gene encoding mitochondrial protein, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301595 

cjh700193222.hl 

BLASTX 

g82654 

208 

6.0e-17 

55 
69 

10K zein precursor - maize >gi__22541_emb_CAA30409_ (X07535) 
lOkDa zein (AA 1 - 150) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301596 

cjh700193275.hl 

BLASTX 

g!36757 

252 

3.0e-36 

81 

100 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_100881_pir S07314 UDPglucose — starch 

glucosyltransf erase (EC 2.4.1.11) precursor - maize 
>gi_168 653 (M24258) amyloplast -specif ic transit protein 
[Zea mays] >gi_1644339_emb_CAA27574_ (X03935) glucosyl 
transferase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301597 

cjh700193292.hl 

BLASTX 

g82660 

211 

3.0e-17 

58 
76 

19K zein precursor (clone ZG31A) 
>gi_809117_emb_CAA24720_ (V01473) 



- maize (fragment) 
zein [Zea mays] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



301598 

cjh700193306.hl 

BLASTN 

g22514 

209 

1.0e-114 
252 
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% identity 96 

NCBI Description Maize Zcl gene for Zein Zcl (14 kD zein-2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301599 

cjh700193374.hl 

BLASTN 

g340933 

124 

1.0e-63 

124 

100 

Zea mays 10-kDa zein gene, complete cds 
301600 

cjh700193403.hl 

BLASTN 

gl68669 

88 

5.0e-42 

100 

97 

Maize 19 kDa zein mRNA, clone cZ19A2, partial cds 



Seq. No. 


301601 


Seq. ID 


cjh700193418.hl 


Method 


BLASTN 


NCBI GI 


g625147 


BLAST score 


128 


E value 


4.0e-66 


Match length 


148 


% identity 


97 


NCBI Description 


Zea mays protein disulfide isomer; 




cds 


Seq. No. 


301602 


Seq. ID 


cjh700193595.hl 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


353 


E value 


7.0e-34 


Match length 


86 


% identity 


86 


NCBI Description 


(AF031569) 22-kDa alpha zein 10 [ 


Seq. No. 


301603 


Seq. ID 


cjh700193609.hl 


Method 


BLASTX 


NCBI GI 


gl21472 


BLAST score 


139 


E value 


2.0e-12 


Match length 


77 


% identity 


61 


NCBI Description 


GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) 



(pdi) mRNA, complete 



(27 KD ZEIN) 

(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 
301604 

cjh700193621.hl 

BLASTN 

g463151 

77 

2.0e-35 

123 
90 

Zea mays high sulfur zein gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301605 

cjh700193677.hl 

BLASTX 

g224514 

191 

6.0e-15 

39 

97 

zein M8 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301606 

cjh700193680.hl 

BLASTN 

gl864000 

132 

2.0e-68 

205 

32 

Maize DNA for Fd 



III, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301607 

cjh700193736.hl 

BLASTN 

g4416300 

41 

6.0e-14 

129 

83 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301608 

cjh700193770.hl 

BLASTN 

g22100 

33 

3.0e-09 

61 

89 

Z.mays 27 kDa zein locus DNA 



Seq. No 
Seq. ID 
Method 
NCBI GI 



301609 

cjh700193786.hl 

BLASTN 

g!68398 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

1.0e-39 

92 
98 

Zea mays auxin-binding protein (abp4) gene, exons 1-5 and 
complete cds 



301610 

cjh700193992.hl 

BLASTN 

gl314391 

77 

8.0e-36 

116 
93 

Zea mays ssp. mays 
ITS2 



USDA PI 214195 ITS1, 5.8S ribosomal RNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



301611 

cjh700194040.hl 

BLASTX 

gl41616 

264 

2.0e-23 

57 

88 

ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) (CLONE 15A3) 
>gi_168662 (M12147) 15 kDa zein protein [Zea mays] 

301612 

cjh700194170.hl 

BLASTN 

gl68681 

186 

1.0e-100 

220 
54 

Maize 19 kDa zein mRNA, clone CZ19D1, complete cds. 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 

301613 

cjh700194189.hl 

BLASTN 

g3452306 

38 

3.0e-12 

66 
91 

Zea mays retrotransposon Opie-3 5' LTR, partial sequence 
301614 

cjh700194192.hl 

BLASTX 

gl632831 

141 

4.0e-09 
54 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

(Z49698) orf [Ricinus communis] 
301615 

, cjh700194216.hl 

BLASTX 

g2982289 

469 

2.0e-47 

91 

99 

(AF051229) 60S ribosomal protein L17 [Picea mariana] 
301616 

cjh700194226.hl 

BLASTX 

g4206196 

147 

1.0e-09 

49 
53 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
301617 

cjh700194250.hl 

BLASTX 

g4325341 

368 

1.0e-35 

85 

74 

(AF128393) similar to the Drosophila DES-1 protein 
(GB:X94180) [Arabidopsis thaliana] 



Seq. No. 


301618 


Seq. ID 


cjh700194263.hl 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


336 


E value 


8.0e-32 


Match length 


91 


% identity 


76 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


301619 


Seq. ID 


cjh700194320.hl 


Method 


BLASTX 


NCBI GI 


g509810 


BLAST score 


193 


E value 


4.0e-15 


Match length 


84 


% identity 


44 


NCBI Description 


(L08468) envelope Ca2+-3 


Seq. No. 


301620 


Seq. ID 


cjh700194440.hl 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2832247 
322 

2.0e-30 

83 

83 

(AF031569) 22-kDa alpha zein 10 [Zea mays] 
301621 

cjh700194482.hl 

BLASTN 

g22548 

76 

6.0e-35 

76 

100 

Maize chimeric zein/beta-phaseolin gene 3'end region 
301622 

cjh700194549.hl 

BLASTX 

gl21472 

154 

1.0e-16 

86 

60 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) ( ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 

mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 

301623 

cjh700194632.hl 

BLASTX 

g4006921 

367 

2.0e-35 

84 

83 

(Z99708) putative protein [Arabidopsis thaliana] 
301624 

cjh700194690.hl 

BLASTN 

g287829 

118 

6.0e-60 

194 

90 

Z.mays gene for polygalacturonase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301625 

cjh700194701.hl 

BLASTX 

gl21472 

182 
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# 

E value 4.0e-25 

Match length 85 

% identity 81 

NCBI Description GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) {27 KD ZEIN) 

(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594__ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 




Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301626 

cjh700194747.hl 

BLASTX 

gl41617 

226 

5.0e-19 

56 

77 

ZEIN-BETA PRECURSOR (ZEIN 2) (16 KD) (ZEIN ZC1) 

>gi_100941_pir S12140 zein Zcl - maize 

>gi_100945__pir B29017 zein 2 - maize 

>gi_22515_emb_CAA37595__ (X53515) zein Zcl [Zea mays] 
>gi_168666 (M16460) 16-kDa zein protein [Zea mays] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301627 

cjh700194753.hl 

BLASTX 

g2243118 

257 

1.0e-22 

71 

68 

(Y10984) glutathione synthetase [Brassica juncea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301628 

cjh700194828.hl 

BLASTX : 

gl00812 

245 

3.0e-21 

48 

100 

ubiquitin precursor - wheat (fragment) 
>gi_21816_emb_CAA40138_ (X56803) ubiquitin [Triticuin 
aestivum] >gi_21900_emb_CAA39938_ (X56601) ubiquitin 
[Triticum aestivum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 



301629 

cjh700194857.hl 

BLASTX 

g4185308 

185 

1.0e-22 

82 
70 

(AF090446) 22-kDa alpha zein protein 21 [Zea toys] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301630 

cjh700194908.hl 

BLASTX 

g3560243 

144 

2.0e-09 

85 

35 

(AL031532) putative hydrolase [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301631 

cjh700195039.hl 

BLASTX 

g4581149 

212 

2.Ge-17 

69 

59 

(AC006919) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301632 

cjh700195051.hl 

BLASTX 

g511870 

220 

3.0e-18 

53 
77 

(M23537) zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301633 

cjh700195155.hl 

BLASTN 

g22514 

146 

1.0e-76 

245 
90 

Maize Zcl gene for Zein Zcl 



(14 kD zein-2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301634 

cjh700195156.hl 

BLASTX 

g3445212 

315 

2.0e-29 

80 
78 

(AC004786) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



301635 

cjh700195169.hl 

BLASTX 

gl41616 

161 

2.0e-ll 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40 
78 

ZEIN-BETA PRECURSOR (16 KD) (ZEIN 2) (CLONE 15A3) 
>gi__168662 (M12147) 15 kDa zein protein [Zea mays] 



301636 

cjh700195179.hl 

BLASTN 

gll29085 

33 

4.0e-09 

53 

91 

Wheat mRNA for protein H2A, complete cds, 



clone wcH2A-9 



301637 

cjh700195210.hl 

BLASTX 

g4544430 

175 

3.0e-13 

51 
63 

(AC006955) putative reverse transcriptase [Arabidopsis 
thaliana] 

301638 

cjh700195247.hl 

BLASTN 

g602605 

37 

1.0e-ll 

64 

91 

Zea mays tandem genes for alpha 1- tubulin and alpha2-tubulin 
301639 

cjh70G195351.hl 

BLASTN 

gl68681 

128 

7.0e-66 

260 

72 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 
>gi_270686_gb_I03333_ Sequence 8 from Patent US 

301640 

cjh700195381.hl 

BLASTN 

g!244652 

171 

2.0e-91 
243 
93 

Zea mays copia-type retroelement 
cds 



PREM-2 gag gene, complete 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301641 

cjh700195392.hl 

BLASTN 

gl68681 

163 

9.0e-87 

235 
92 

Maize 19 kDa zein mRNA, clone CZ19D1, 
>gi_270686_gb__I03333_ Sequence 8 from 



complete cds. 
Patent US 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301642 

cjh7Q0195401.hl 

BLASTX 

g3914899 

249 

7.0e-22 

59 

86 

4 OS RIBOSOMAL PROTEIN S4 >gi_ 
protein S4 type I [Zea mays] 



2331301 (AF013487) ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301643 

cjh700195522.hl 

BLASTN 

g4416300 

47 

2.0e-17 

71 
54 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



301644 

cjh700195531.hl 

BLASTX 

g82654 

208 

7.0e-17 

55 

69 

10K zein precursor - maize >gi_22541_emb_CAA30409__ (X07535) 
lOkDa zein {AA 1 - 150) [Zea mays] 



301645 

cjh700195562.hl 

BLASTN 

g432367 

96 

9.0e-47 

252 
85 

Rice mRNA for elongation factor 1 



beta, complete cds 



Seq. No. 
Seq. ID 



301646 

cjh700195573.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



immediate-early salicylate-induced 



BLASTX 
gl685003 
151 

3.0e-10 

75 
37 

(U32643) 

glucosyltransf erase [Nicotiana tabacum] 
301647 

cjh700195582.hl 

BLASTX 

g322641 

289 

3.0e-26 

83 

59 

beta-1, 3-glucanase homolog (clone A6) - rape (fragment) 
>gi_17738_emb__CAA49513_ (X69887) beta-1, 3-glucanase 
homologue [Brassica napus] 

301648 

cjh700195669.hl 

BLASTX 

gl706327 

252 

2.0e-31 

81 
89 

PYRUVATE DECARBOXYLASE ISOZYME 1 (PDC) 

>gi_551261_emb_CAA57447_ (X81854) pyruvate decarboxylase 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



301649 

cjh700195717.hl 

BLASTN 

g507844 

37 

1.0e-ll 

213 

79 

Zea mays A188 retrotransposon gag gene, 



301650 

cjh700195786.hl 

BLASTN 

g3452299 

69 

1.0e-30 

159 

94 

Zea mays retrotransposon Ji-6 
301651 

cjh700195788.hl 

BLASTX 

g2641619 



complete cds 



3' LTR, partial sequence 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159 

4.0e-ll 

29 

97 

(AF032468) ubiquit in-conjugating enzyme protein E2 [Zea 
mays] 

301652 

cjh700195796.hl 

BLASTX 

g3738306 

230 

2.0e-19 

57 

68 

(AC005309) unknown protein [Arabidopsis thaliana] 
301653 

cjh700195877.hl 

BLASTX 

gl68703 

381 

4.0e-37 

85 

91 

(M86591) 22 kDa zein protein [Zea mays] 
301654 

cjh700195921.hl 

BLASTX 

g4039155 

158 

5.0e-ll 

80 

41 

(AF104258) putative copper-inducible 35.6 kDa protein 
[Festuca rubra] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301655 

cjh700196001.hl 

BLASTX 

g511870 

225 

8.0e-19 

54 

78 

(M23537) zein protein [Zea mays] 
301656 

cjh700196114.hl 

BLASTX 

g4063760 

208 

7.0e-17 

57 
67 

(AC005561) putative POL3 protein [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301657 

cjh700196130.hl 

BLASTX 

g3367520 

214 

1.0e-17 

77 
55 

(AC004392) Similar to protein kinase APK1A, 
tyrosine-serine-threonine kinase gb_D12522 from A. 
thaliana. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301658 

cjh700196136.hl 

BLASTX 

g4574406 

257 

1.0e-22 

75 

60 

(AF121139) RIM2 



protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301659 

cjh700196144.hl 

BLASTX 

gl21472 

142 

3.0e-12 

50 

75 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA26149_ (X02230) glutelin-2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301660 

cjh700196335.hl 

BLASTN 

g433044 

69 

1.0e-30 

97 
93 

Zea mays W-22 clone 
sequence 



PREM-1D retroelement PREM-1, partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301661 

cjh700196383.hl 

BLASTX 

gl076678 

350 

1.0e-33 

70 

100 
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NCBI Description ubiguitin / ribosomal protein S27a - potato (fragment) 



Seq. No. 


301662 


Seq. ID 


cjh700196412.hl 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


111 


E value 


8.0e-56 


Match length 


175 


% identity 


91 


NCBI Description 


Maize Zcl gene for Zein I 


Seq. No. 


301663 


Seq. ID 


cjh700196414 .hi 


Method 


BLASTX 


NCBI GI 


g419803 


BLAST score 


154 


E value 


1. 0e-10 


Match length 


75 


% identity 


49 


NCBI Description 


zein protein - maize >gi 




mays] 


Seq. No. 


301664 


Seq. ID 


cjh700196449.hl 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


288 


E value 


1.0e-161 


Match length 


311 


% identity 


98 


NCBI Description 


Maize Zcl gene for Zein 


Seq. No. 


301665 


Seq. ID 


cjh700196485.hl 


Method 


BLASTX 


NCBI GI 


g468516 


BLAST score 


246 


E value 


4.0e-21 


Match length 


108 


% identity 


56 


NCBI Description 


(X55724) zein [Zea mays] 


Seq. No. 


301666 


Seq. ID 


cj h700196511.hl 


Method 


BLASTX 


NCBI GI 


g4587589 


BLAST score 


271 


E value 


3.0e-24 


Match length 


80 


% identity 


65 


NCBI Description 


(AC007232) hypothetical 


Seq. No. 


301667 


Seq. ID 


cjh700196512.hl 


Method 


BLASTX 


NCBI GI 


g4582456 



Zcl (14 kD zein-2) 



(14 kD zein-2) 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



144 

4.0e-10 

64 

55 

(AC007071) 
thaliana] 



putative trithorax protein [Arabidopsis 



Seq. No. 


301668 


Seq. ID 


c j hi 001 9 65 15. hi 


Method 


BLASTX 


NCBI GI 


g511870 


BLAST score 


225 


E value 


8 . Oe-19 


Match length 


54 


% identity 


78 


NCBI Description 


(M23537) zein protein [Zea mays] 


Seq. No. 


301669 


Seq. ID 


cjh700196549.hl 


Method 


BLASTX 


NCBI GI 


gl68586 


BLAST score 


228 


E value 


7.0e-27 


Match length 


67 


% identity 


94 


NCBI Description 


(M58656) pyruvate, orthophosphate 


Seq. No. 


301670 


Seq. ID 


cjh700196620.hl 


Method 


BLASTX 


NCBI GI 


g511870 


BLAST score 


211 


E value 


3.0e-17 


Match length 


51 


% identity 


76 


NCBI Description 


(M23537) zein protein [Zea mays] 


Seq. No. 


301671 


Seq. ID 


cjh700196669.hl 


Method 


BLASTX 


NCBI GI 


g2842744 


BLAST score 


173 


E value 


9.0e-13 


Match length 


39 


% identity 


77 


NCBI Description 


ENHANCER OF RUDIMENTARY HOMOLOG 




enhancer of rudimentary homo log . 


Seq. No. 


301672 


Seq. ID 


cjh700196675.hl 


Method 


BLASTX 


NCBI GI 


g4432861 


BLAST score 


237 


E value 


3.0e-20 


Match length 


68 


% identity 


63 


NCBI Description 


(AC006300) hypothetical protein 



>gi_1595812 (U67398) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301673 

cjh700196910.hl 

BLASTX 

gl21472 

142 

5.0e-25 

84 

80 

GLUTELIN 2 PRECURSOR (ZEIN-GAMMA) (27 KD ZEIN) 
(ALCOHOL-SOLUBLE REDUCED GLUTELIN) (ASG) (ZEIN ZC2 ) 

>gi_72326_pir ZMZM19 glutelin 2 precursor (clone pME119) - 

maize >gi_22289_emb_CAA2614 9_ (X02230) glutelin- 2 precursor 
[Zea mays] >gi_22517_emb_CAA37594_ (X53514) zein Zc2 [Zea 
mays] >gi_168485 (M16066) glutelin-2 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301674 

cjh700196943.hl 

BLASTX 

g4206306 

339 

3.0e-32 

82 

83 

(AF049110) prpol [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301675 

cjh700196991.hl 

BLASTX 

gl68703 

219 

3.0e-18 

50 

90 

(M86591) 22 kDa zein protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301676 - 

cjh700197014.hl 

BLASTX 

gl669599 

196 

2.0e-15 

87 

43 

(D88746) AR791 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301677 

cjh700197143.hl 

BLASTX 

g4544383 

192 

4.0e-15 

64 

61 

(AC007047) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



301678 
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Seq. ID 


c3n/uuiy/io^.ni 


Method 


BLAST X 


NCBI GI 


g4539460 


BLAST score 


172 


E value 


1 . Oe-12 


Match length 


o c 
00 


% identity 


20 


NCBI Description 


(ALU4yoUU) putar. 


Seq. No. 


301679 


Seq. ID 


cjn/uuiy/z4o. ni 


Method 


BLAb IN 


NCBI GI 


g4 


BLAST score 


53 


E value 


4.0e-21 


Match length 


93 


% identity 


89 


NCBI Description 


Zea mays cosmid 



complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301680 

cjh700197404.hl 

BLASTN 

g3282440 

220 

1.0e-120 

261 

96 

Zea mays subsp. mexicana internal transcribed spacer 1, 
5.8S ribosomal RNA gene, and internal transcribed spacer 2, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301681 

cjh700197413.hl 

BLASTX 

gll74780 

254 

3.0e-22 

51 

94 

TRYPTOPHAN SYNTHASE BETA CHAIN 2 PRECURSOR (ORANGE PERICARP 

2) >gi_320135_pir PQ0450 tryptophan synthase (EC 4.2.1.20) 

beta-2 chain precursor - maize (fragment) >gi__168574 
(M76685) tryptophan synthase beta-subunit [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301682 

cjh700197414.hl 

BLASTN 

gl69818 

64 

1.0e-27 

80 

95 

Rice 25S ribosomal RNA gene 



Seq. No. 
Seq. ID 



301683 

cjh700197434.hl 



42541 



Method 


BLASTN 


NCBI GI 


gl68704 


BLAST score 


83 


E value 


5.0e-39 


Match length 


197 


% identity 


93 


NCBI Description 


Zea mays zein protein gene, complete cds 


Seq. No. 


301684 


Seq. ID 


cjh700197452.hl 


Method 


BLASTX 


NCBI GI 


g2829923 


BLAST score 


291 


E value 


1.0e-26 


Match length 


84 


% identity 


69 


NCBI Description 


(AC002291) Similar to uridylyl transferases [Arabidopsis 




thaliana] 


Seq. No. 


301685 


Seq. ID 


cjh700197463.hl 


Method 


BLASTX 


NCBI GI 


g4432825 


BLAST score 


141 


E value 


5.0e-09 


Match length 


58 


% identity 


57 


NCBI Description 


(AC006593) putative SOP2p protein [Arabidopsis thaliana] 


Seq. No. 


301686 


Seq. ID 


cjh700197482.hl 


Method 


BLASTX 


NCBI GI 


gl915974 


BLAST score 


147 


E value 


9.0e-10 


Match length 


57 


% identity 


47 


NCBI Description 


(U62329) fructokinase [Lycopersicon esculentum] >gi_2102i 




(U64818) fructokinase [Lycopersicon esculentum] 


Seq. No. 


301687 


Seq. ID 


cjh700197611.hl 


Method 


BLASTN 


NCBI GI 


g!68665 


BLAST score 


198 


E value 


1.0e-107 


Match length 


256 


% identity 


95 


NCBI Description 


Maize 16-kDa zein-2 mRNA, complete cds 


Seq. No. 


301688 


Seq. ID 


cjh700197639.hl 


Method 


BLASTX 


NCBI GI 


gl41605 


BLAST score 


331 


E value 


3.0e-31 


Match length 


70 



42542 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone cZ19C2) - 

maize >gi_16868Q (M12145) 19 kDa zein protein [Zea mays] 

301689 

cjh700197640.hl 

BLASTX 

g2832246 

233 

8.0e-20 

66 
79 

(AF031569) 22-kDa alpha zein 8 [Zea mays] 
301690 

cjh700197644.hl 

BLASTN 

gl244652 

125 

4.0e-64 

241 

88 

Zea mays copia-type retroelement PREM-2 gag gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

■JMethod 
NCBI GI 



301691 

cjh700197646.hl 

BLASTX 

g4507857 

155 

1.0e-10 

75 

43 

Herpes virus-associated ubiquitin-specif ic protease 
>gi_2501460_sp_Q93009_UBPH_HUMAN PROBABLE UBIQUITIN 
CARBOXYL-TERMINAL HYDROLASE HAUSP (UBIQUITIN THIOLESTERASE 
HAUSP) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE HAUSP) 
(DEUBIQUITINATING ENZYME HAUSP) (HERPESVIRUS ASSOCIATED 
UBIQUITIN-SPECIFIC PROTEASE) >gi_1545952_emb_CAA96580_ 
(Z72499) herpesvirus associated ubiquitin-specif ic protease 
(HAUSP) [Homo sapiens] 

301692 

cjh700197716.hl 

BLASTX 

g3264767 

237 

3.0e-20 

68 

63 

(AF071893) AP2 domain containing protein [Prunus armeniaca] 
301693 

cjh700197718.hl 

BLASTN 

g22437 



42543 



BLAST score 


44 


E value 


6.0e-16 


Match length 


71 


% identity 


92 


NCBI Description 


Maize pMLl gene for zein 


Seq. No. 


301694 


Seq. ID 


cjh700197723.hl 


Method 


BLASTX 


NCBI GI 


g2982459 


BLAST score 


255 


E value 


2.0e-22 


Match length 


80 


% identity 


66 


NCBI Description 


(AL022223) putative prot< 


Seq. No. 


301695 


Seq. ID 


cj h700197738.hl 


Method 


BLASTN 


NCBI GI 


g22514 


BLAST score 


206 


E value 


1.0e-112 


Match length 


233 


% identity 


97 


NCBI Description 


Maize Zcl gene for Zein 


Seq. No. 


301696 


Seq. ID 


cjh700197747.hl 


Method 


BLASTX 


NCBI GI 


gl68701 


BLAST score 


187 


E value 


2.0e-14 


Match length 


62 


% identity 


68 


NCBI Description 


(M60837) zein [Zea mays] 


Seq. No. 


301697 


Seq. ID 


cjh700197752.hl 


Method 


BLASTN 


NCBI GI 


gl840117 


BLAST score 


311 


E value 


1.0e-175 


Match length 


334 


% identity 


99 


NCBI Description 


Zea mays PIF-12 transpos 




complete sequence 


Seq. No. 


301698 


Seq. ID 


c}h700197762 .hi 


Method 


BLASTX 


NCBI GI 


g2642159 


BLAST score 


183 


E value 


5.0e-22 


Match length 


65 



kD zein-2) 



% identity 

NCBI Description 



78 

(AC003000) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 



42544 




pyrophosphorylase [Arabidopsis thaliana] >gi_4151925 
(AF108660) CYT1 protein [Arabidopsis thaliana] " 



Seq. No. 


301699 


Seq. ID 


cjh700197860.hl 


Method 


BLASTN 


NCBI GI 


g793901 


BLAST score 


91 


E value 


9. Oe-44 


Match length 


111 


% identity 


95 


NCBI Description 


Z.mays mRNA for ZEMa protein (ZEM1 gene) 


Seq, No. 


301700 


Seq. ID 


ckd700461145.hl 


Method 


BLASTX 


NCBI GI 


g3135543 


BLAST score 


267 


E value 


9.0e-24 


Match length 


65 


% identity 


83 


NCBI Description 


(AF062393) aquaporin [Oryza sativa] 


Seq. No. 


301701 


Seq. ID 


ckd700461156.hl 


Method 


BLASTX 


NCBI GI 


g515377 


BLAST score 


251 


E value 


8.0e-22 


Match length 


51 


% identity 


100 


NCBI Description 


(X79715) histone H4 [Lolium temulentum] 


Seq. No. 


301702 


Seq. ID 


ckd700461234.hl 


Method 


BLASTN 


NCBI GI 


g473602 


BLAST score 


67 


E value 


2.0e-29 


Match length 


167 


% identity 


86 


NCBI Description 


Zea mays W-22 histone H2A mRNA, complete < 


Seq. No. 


301703 


Seq. ID 


ckd700461283.hl 


Method 


BLASTN 


NCBI GI 


gl68484 


BLAST score 


161 


E value 


2 . Oe-85 


Match length 


257 


% identity 


91 


NCBI Description 


Maize endosperm glutelin-2 gene, complete 


Seq. No. 


301704 


Seq. ID 


ckd700461290.hl 


Method 


BLASTN 


NCBI GI 


g22324 



42545 



BLAST score 


78 


E value 


5.0e-36 


Match length 


134 


% identity 


90 


NCBI Description 


Z.mays mRNA for H2B histone {clone CH2B221) 


Seq. No. 


301705 


Seq. ID 


clt7 0004 1505 . f 1 


Method 


BLASTX 


NCBI GI 


g3212861 


BLAST score 


381 


E value 


4 . Oe-37 


Match length 


90 


% identity 


78 


NCBI Description 


(AC004005) unknown protein [Arabidopsis thaliana 


Seq. No. 


301706 


Seq. ID 


clt700041585.fl 


Method ^ 


BLASTN 


NCBI GI ' 


g733457 


BLAST score 


85 


E value 


3.0e-40 


Match length 


169 


% identity 


96 


NCBI Description 


Zea mays chlorophyll a/b-binding apoprotein CP24 




mRNA, complete cds 


Seq. No. 


301707 


Seq. ID 


T j. 1 A A A yl 1 (TOO JT1 

clt700041682 . fl 


Method 


BLASTX 


NCBI GI 


g543938 


BLAST score 


302 


E value 


7.0e-28 


Match length 


68 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



88 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB48) (LHCP) >gi_82681_pir S22497 chlorophyll 

a/b-binding protein precursor (cab-48) - maize 
>gi_22228_emb_CAA44888_ (X63205) chlorophyll a /b binding 
protein [Zea mays] 

301708 

clt700041776.fl 

BLASTX 

g3024871 

234 

7.0e-20 

86 

59 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_1001579_dbj_BAA10206_ (D64000) ABCl-like [Synechocystis 
sp. ] 

301709 

clt700041813.fl 

BLASTN 

g22223 



42546 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114 

1.0e-57 

226 

89 

Maize cab-1 gene for chlorophyll a/b-binding protein 
301710 

clt700041814.fl 

BLASTX 

gll5771 

257 

2.0e-26 

66 

89 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682j?ir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

301711 

clt700041878.fl 
BLASTX 
g2275204 , 
206 

1.0e-16 

67 

61 

(AC002337) DNA binding protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



301712 

clt700041959.fl 

BLASTX 

g3618312 

212 

3.0e-17 

51 

69 

(AB001884) zinc finger protein [Oryza sativa] 
301713 

clt700042043.fl 

BLASTX 

gll5813 

167 

5.0e-12 

51 

69 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCI TYPE III PRECURSOR 
(CAB-8) >gi_19182_emb_CAA33330_ (X15258) Type III 
chlorophyll a/b-binding protein [Lycopersicon esculentum] 

301714 

clt700042078.fl 

BLASTX 

g!172704 



42547 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



160 

3.0e-ll 

66 

50 

PEPTIDE TRANSPORTER PTR2-B (HISTIDINE TRANSPORTING PROTEIN) 
>gi_633940 (L39082) transport protein [Arabidopsis 
thaliana] >gi_4406786_gb_AAD20096_ (AC006532) histidine 
transport protein PTR2-B [Arabidopsis thaliana] 



Seq. No. 


301715 


Seq. ID 


clt700042104.fl 


Method 


BLASTX 


NCBI GI 


g309673 


BLAST score 


141 


E value 


5.0e-09 


Match length 


43 


% identity 


65 


NCBI Description 


(L19651) light harvesting protein [Pisum 


Seq. No. 


301716 


Seq. ID 


clt700042105.fl 


Method 


BLASTX 


NCBI GI 


g4589961 


BLAST score 


292 


R V3 1 IIP 
ill v ax 


1 . 0e-26 


Match length 


88 


% identity 


61 


NCBI Description 


(AC007169) unknown protein [Arabidopsis ' 


Seq. No. 


301717 


Seq. ID 


clt700042126.fl 


Method 


BLASTX 


NCBI GI 


g2864617 


BLAST score 


160 


E value 


3.0e-ll 


Match length 


45 


% identity 


71 


NCBI Description 


(AL021811) H+-transporting ATP synthase < 




protein [Arabidopsis thaliana] 


Seq. No. 


301718 


Seq. ID 


clt700042138.fl 


Method 


BLASTX 


NCBI GI 


gl063400 


BLAST score 


211 


E value 


3.0e-17 


Match length 


51 


% identity 


82 


NCBI Description 


(X92888) glycolate oxidase [Lycopersicon 


Seq. No. 


301719 


Seq. ID 


clt700042166.fl 


Method 


BLASTX 


NCBI GI 


g2655098 


BLAST score 


201 


E value 


6.0e-16 


Match length 


69 



42548 



Q. J J»«4- J 4-,, 

% identity 


00 


NCBI Description 


(AFUz34/z) peptide transporter [Horaeuni vulgarej 


Seq. No. 


O A i Ton 

301720 


O a a. T Pi 

beq. ID 


Clt / UUU4ZZ4o.ri 


Method. 


DT 7\ CfV 


NCBI GI 


g4567248 


BLAST score 


294 


E value 


c n a on 

d . Ue-27 


Match length 


O /I 

o4 


% identity 


bl 


NCBI Description 


(AC007070) unknown protein [Arabidopsis thaliana] 


Seq. No. 


301721 


beq. id 


cir / uuu4ZJUz.ri 


Method 


T2T 7S. CTV 
bliiib lA 


NCBI GI 


gl68586 


BLAST score 


201 


E value 


3 . Oe-34 


Match length 


81 


% identity 


98 


NCBI Description 


(M58656) pyruvate, orthophosphate dikmase [Zea mays] 


Seq. No. 


301722 


Seq. ID 


clt / U0042339.fl 


Metnoa 


nT 71 n rp"VT 

BLASTN 


NCBI GI 


g4160401 


BLAST score 


85 


E value 


3 . Oe-40 


Match length 


133 


% identity 


91 


NCBI Description 


Zea mays eIF-5 gene, exons 1-2 


Seq. No. 


301723 


beq. ID 


Clt / U004z342.fl 


Metnoa 


BLASTX 


\TPDT r*T 

NUrJl bl 


g4UUbooj 


BLAST score 


282 


E value 


2.0e-25 


Match length 


87 


% identity 


62 


NCBI Description 


{Z 997 07) Cu2+-transporting ATPase-like protein [Arabidops. 




thaliana] 


Seq. No. 


301724 


Seq. ID 


clt700042415 . fl 


Method 




NCBI GI 


g3641252 


BLAST score 


201 


E value 


6.0e-16 


Match length 


78 


% identity 


51 



NCBI Description (AF053127) leucine-rich receptor-like protein kinase [Malus 
domestical 



Seq. No. 301725 

Seq. ID clt700042425.fl 



42549 



Method 


BLASTX 


NCBI GI 


g4115388 


BLAST score 


297 


E value 


3.0e-27 


Match length 


92 


% identity 


59 


NCBI Description 


(AC005967) putative prolylcarboxypeptidase [Arabidops: 




thaliana] 


Seq. No. 


301726 


Seq. ID 


clt700042433.fl 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


311 


E value 


7.0e-29 


Match length 


87 


% identity 


71 


NCBI Description 


(AF0534 68) DnaJ-related protein ZMDJ1 [2ea mays] 


Seq. No. 


301727 


Seq. ID 


clt700042435.fl 


Method 


BLASTN 


NCBI GI 


gl68527 


BLAST score 


61 


E value 


8.0e-26 


Match length 


81 


% identity 


94 


NCBI Description 


Maize NADP-dependent malic enzyme (Mel) mRNA, complete 


Seq. No. 


301728 


Seq. ID 


clt700042440.fl 


Method 


BLASTX 


NCBI GI 


A O O A A C 

g4oz44o 


BLAST score 


216 


E value 


5.0e-18 


Match length 


61 


% identity 


69 


NCBI Description 


chlorophyll a/b-binding protein precursor - swollen 



duckweed >gi_168296 (M29334) light-harvesting chlorophyll 
a/b protein precursor [Lemna gibba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301729 

clt700042446.fl 

BLASTX 

g606815 

199 

9.0e-16 

88 
56 

(U08403) carbonic anhydrase 



[Zea mays] 



Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301730 

clt700042486.fl 

BLASTN 

g3450841 

103 

6.0e-51 



42550 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



135 
94 

Oryza sativa mitogen activated protein kinase kinase (MEK1) 
mRNA, complete cds 

301731 

clt700042501.fl 

BLASTX 

gll54889 

351 

1.0e-33 

72 

94 

(Z68504) 3-hydroxy-3-methylglutaryl-CoA reductase [Oryza 
sativa] >gi_1171364 (U43961) 3-hydroxy-3-methylglutaryl-CoA 
reductase [Oryza sativa] 



Seq. No. 


301732 


Seq. ID 


clt700042502.fl 


Method 


BLASTX 


NCBI GI 


g3402713 


BLAST score 


249 


E value 


1.0e-21 


Match length 


84 


% identity 


55 


NCBI Description 


(AC004261) hypothetical 


Seq. No. 


301733 


Seq. ID 


clt700042578.fl 


Method 


BLASTX 


NCBI GI 


g3914465 


BLAST score 


143 


E value 


8.0e-17 


Match length 


50 


% identity 


98 


NCBI Description 


PHOTOSYSTEM I REACTION < 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_2981207 (AF052076) photosystem I complex PsaH subunit 
precursor [Zea mays] 

301734 

clt700042586.fl 

BLASTX 

g!20657 

198 

2.0e-20 

56 

95 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_66024_pir DEZMG3 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
maize >gi_168479 (M18976) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] >gi__7 63035_emb_CAA33455_ (X15408) 
glyceraldehyde-3-phosphate dehydrogenase [Zea mays] 



Seq. No. 



301735 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



clt700042626.fl 

BLASTX 

g2130042 

286 

6.0e-26 

92 

72 

Mg-chelatase chain Xantha-f - barley >gi_861199 (U26916) 
protoporphyrin IX Mg-chelatase subunit precursor [Hordeum 
vulgare] 



Seq, No. 


301736 


Seq. ID 


clt700042631. fl 


Method 


BLASTX 


NCBI GI 


g4099835 


BLAST score 


162 


E value 


2.0e-ll 


Match length 


58 


% identity 


52 


NCBI Description 


(U90266) bifunctional 


Seq. No. 


301737 


Seq. ID 


clt700042682.fl 


Method 


BLASTN 


NCBI GI 


g3955064 


BLAST score 


65 


E value 


2.0e-28 


Match length 


191 


% identity 


85 


NCBI Description 


Zea mays PHYT I gene 


Seq. No. 


301738 


Seq. ID 


clt700042683. f 1 


Method 


BLASTN 


NCBI GI 


g733457 


BLAST score 


52 


E value 


1.0e-20 


Match length 


117 


% identity 


97 


NCBI Description 


Zea mays chlorophyll . 




roRNA, complete cds 


Seq. No. 


301739 


Seq. ID 


clt700042768.fl 


Method 


BLASTX 


NCBI GI 


g4455331 


BLAST score 


222 


E value 


2.0e-18 


Match length 


68 


% identity 


56 


NCBI Description 


(AL035525) putative p 


Seq. No. 


301740 


Seq. ID 


clt700042773.fl 


Method 


BLASTX 


NCBI GI 


g606811 


BLAST score 


155 



[Zinnia elegans] 



gene for acidic phytase 



42552 



E value 


1.0e-10 


Match length 


38 


% identity 


79 


NCBI Description 


(U08401) carbonic anhydrase [! 


Seq. No. 


301741 


Seq. ID 


clt700042785.fl 


Method 


BLASTX 


NCBI GI 


g!653089 


BLAST score 


193 


E value 


4.0e-15 


Match length 


86 


% identity 


47 


NCBI Description 


(D90911) hypothetical protein 


Seq. No. 


301742 


Seq. ID 


clt700042807 . f 1 


Method 


BLAST N 


NCBI GI 


gl906603 


BLAST score 


152 


E value 


4.0e-80 


Match length 


263 


% identity 


89 


NCBI Description 


Zea mays ACCase gene, intron i 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 



301743 

clt700042844.fl 

BLASTN 

g22328 

268 

1.0e-149 

268 

100 

Maize mRNA for 



a high mobility group protein 



301744 

clt700042853.fl 

BLASTN 

g2661765 

244 

1.0e-135 

280 

97 

Zea mays mRNA for putative porphobilinogen deaminase 
301745 

clt700042863.fl 

BLASTX 

gll9961 

176 

5.0e-13 

50 

68 

FERREDOXIN V PRECURSOR (FD V) >gi_l 68475 (M73828) 
ferredoxin [Zea mays] >gi_444684_prf 1907324A 



42553 



€1 



# 



ferredoxin:ISOTYPE=V [Zea mays] 



Seq. No. 


301746 


Seq. ID 


clt700042904.fl 


Method 


BLASTN 


NCBI GI 


g2239259 


BLAST score 


36 


E value 


2.0e-ll 


Match length 


88 


% identity 


87 


NCBI Description 


Zea mays mRNA for cinnamoyl CoA 


Seq. No. 


301747 


Seq. ID 


clt700042989.fl 


Method 


BLASTN 


NCBI GI 


g312289 


BLAST score 


33 


E value 


4.0e-09 


Match length 


33 


% identity 


100 


NCBI Description 


O.sativa short highly repeated, 


Seq. No. 


301748 


Seq. ID 


clt700043027 . f 1 


Method 


BLASTX 


NCBI GI 


g68029 


BLAST score 


149 


E value 


7.0e-10 


Match length 


64 


% identity 


48 


NCBI Description 


phosphoenolpyruvate carboxylase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(EC 4.1.1.31) - maize 
>gi_22408_emb__CAA33317_ (X15239) PEP carboxylase [Zea mays] 

>gi_228619_j)rf 1807332A phosphoenolpyruvate carboxylase 

[Zea mays] 

301749 

clt700043163.fl 

BLASTN 

g4176423 

43 

4.0e-15 

51 

96 

Oryza, sativa rpll2-2 gene for chloroplast ribosomal protein 
L12, complete cds 

301750 

clt700043272.fl 

BLASTX 

g312179 

427 

1.0e-42 

85 
98 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 



42554 



>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 



Seq. No. 


301751 


Seq. ID 


clt700043329.fl 


Method 


BLASTX 


NCBI GI 


g2244 925 


BLAST score 


151 


E value 


4 . 0e-10 


Match length 


44 


% identity 


64 


NCBI Description 


(Z 97339) glutaredoxin [Arabic 


Seq. No. 


301752 


Seq. ID 


clt700043330.fl 


Method 


BLASTX 


NCBI GI 


g4107009 


BLAST score 


233 


E value 


8 . 0e-20 


Match length 


48 


% identity 


94 


NCBI Description 


(D82039) 0SK1 [Oryza sativa] 


Seq. No. 


301753 


Seq. ID 


clt 7 00 04 3341 . f 1 


Method 


BLASTX 


NCBI GI 


gl854376 


BLAST score 


444 


E value 


2.0e-44 


Match length 


86 


% identity 


100 


NCBI Description 


(AB001337 } Sucrose-Phosphate 




of f icinarum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301754 

clt700043358.fl 

BLASTX 

g82080 

179 

2.0e-13 

53 

70 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1 60 92 35A ; chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



301755 

clt700043362.fl 

BLASTX 

gl673456 

336 

8.0e-32 

66 

100 

(Y09214) rubisco small subunit 



[Zea mays] 



Seq. No. 



301756 



42555 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



clt700043422.fl 

BLASTX 

gl!76689 

266 

1.0e-23 

89 
61 

HYPOTHETICAL PROTEIN IN PETB 5'REGION >gi_97 57 9jpir S18125 

hypothetical protein - Synechococcus sp. (PCC 7002) 
>gi_38965_emb__CAA44776_ (X63049) orf [Synechococcus 
PCC7002] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301757 

clt700043431.fl 

BLASTN 

g2326946 

241 

1.0e-133 

255 

99 

2. mays mRNA for chlorophyll a/b-binding protein CP29 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301758 ^ 

clt700043447.fl 

BLASTX 

g2326947 

228 

4.0e-25 

60 
100 

(Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301759 

clt700043463.fl 

BLASTX 

g2654226 

243 

7.0e-21 

61 

77 

(AJ003069) aminoacyl-t-RNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301760 

clt700043468.fl 

BLASTX 

g4538939 

210 

5.0e-17 

45 
84 

(AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



301761 

clt700043496.fl 



42556 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2326946 

153 

9.0e-81 

160 

99 

Z.mays mRNA for chlorophyll a/b-binding protein CP29 
301762 

clt700043623.fl 

BLASTX 

g2500959 

248 

2.0e-21 

90 

56 

ALANYL-TRNA SYNTHETASE (ALANINE — TRNA LIGASE) (ALARS) 
>gi_1653611_dbj_BAA18523_ (D90915) alanyl-tRNA synthetase 
[Synechocystis sp.] 

301763 

clt700043633.fl 

BLASTX 

gl076685 

160 

3.0e-ll 

45 

34 

SPF1 protein - sweet potato >gi_484261_dbj_BAA06278_ 
(D30038) SPF1 protein [Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301764 

clt700043642.fl 

BLASTX 

g!15772 

387 

1.0e-37 

89 

84 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82460_pir S03705 chlorophyll 

a/b-binding protein 1R precursor - rice 

>gi_20178_emb_CAA32108_ (X13908) chlorophyll a/b-binding 
preprotein (AA -31 to 235) [Oryza sativa] 

301765 

clt700043679.fl 

BLASTX 

g4455364 

144 

2.0e-09 

39 

72 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 



301766 



42557 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



# • 

clt700043753.fl 

BLASTX 

g2326947 

224 

3.0e-31 

70 

100 

(Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 

301767 

clt700043761.fl 

BLASTX 

g2130091 

356 

3.0e-34 

68 

97 

aspartate aminotransferase - proso millet 
>gi_633095_dbj_BAA08106_ (D45076) plastidic aspartate 
aminotransferase [Panicum miliaceum] 



301768 

clt700043884.fl 

BLASTX 

g2459411 

265 

1.0e-23 

83 

59 

(AC002332) hypothetical protein 



[Arabidopsis thaliana] 



301769 

clt700043901.fl 

BLASTX 

g82080 

173 

1.0e-12 

52 
69 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

301770 

clt700043923.fl 

BLASTX 

g4539404 

205 

2.0e-16 

58 

67 

(AL049524) putative protein [Arabidopsis thaliana] 
301771 

clt700044039.fl 
BLASTN 

42558 





gjooooyo 


BLAST score 


46 


E value 


7.0e-17 


Match length 


182 


% identity 


81 


NCBI Description 


Oryza sativa plastocyanin precursor, ] 


Seq. No. 


301772 


Seq. ID 


clt700044109.rl 


Method 


BLASTX 


NCBI GI 


gz21oo Jz 


BLAST score 


228 


E value 


3.0e-19 


Match length 


72 


% identity 


60 


NCBI Description 


(AC000103) F21J9.24 [Arabidopsis thai 


Seq. No. 


301773 


Seq. ID 


clt700044167.fl 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


180 


E value 


1 . Oe-13 


Match length 


54 


% identity 


69 


NCBI Description 


chlorophyll a/b-binding protein type 




>gi_2 2687 2_pr f 1 6 0 9 2 3 5 A chl or ophy 1 1 




[Lycopersicon esculentum] 


Seq. No. 


301774 


Seq. ID 


clt700044356.fl 


Method 


BLASTX 


NCBI GI 


g4581162 


BLAST score 


208 


E value 


8.0e-17 


Match length 


49 


% identity 


82 



mRNA, complete cds 



NCBI Description 



(AC006220) 
thaliana] 



putative symbiosis-related protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



301775 

clt700044358.fl 

BLASTN 

g2326946 

229 

1.0e-126 

247 

99 

Z.mays mRNA for chlorophyll a/b-binding protein CP29 
301776 

clt700044368.fl 

BLASTX 

gll76505 

162 

2.0e-ll 
80 



42559 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42 

HYPOTHETICAL 47,8 KD PROTEIN B0280.9 IN CHROMOSOME III 
>gi_500770 (U10438) B0280.9 gene product [Caenorhabditis 
elegans] 

301777 

clt700044383.fl 

BLASTX 

g2326352 

312 

5.0e-29 

89 

71 

(Y11156) hypothetical protein [Arabidopsis thaliana] 
301778 

clt700044389.fl 

BLASTX 

g3482914 

211 

3.0e-17 

88 

47 

(AC003970) Similar to nodulins and lipase [Arabidopsis 
thaliana] 

301779 

clt700044401.fl 

BLASTX 

g2462833 

200 

8.0e-16 

82 
49 

(AF000657) highly similar to froha and frohb, potential 
frohc [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301780 

clt700044527.fl 

BLASTX 

g3885896 

187 

2.0e-14 

73 

53 

(AF093636) plastocyanin precursor [Oryza sativa] 
301781 

clt700044539.fl 

BLASTX 

g3269291 

318 

1.0e-29 

82 
74 

(AL030978) putative receptor protein kinase [Arabidopsis 
thaliana] 



42560 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301782 

clt700044544.fl 

BLASTX 

g2326947 

199 

2.0e-28 

66 

100 

(Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301783 

clt700044557.fl 

BLASTX 

g4585882 

221 

2*Ge-18 

46 

93 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301784 

clt700044585.fl 

BLASTX 

g3450842 

262 

2.0e-34 

84 

85 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 


301785 


Seq. ID 


clt700044619.fl 


Method 


BLASTX 


NCBI GI 


g2244910 


BLAST score 


142 


E value 


2.0e-09 


Match length 


44 


% identity 


66 


NCBI Description 


(Z97339) unnamed protein product 


Seq. No. 


301786 


Seq. ID 


clt700044733.fl 


Method 


BLASTX 


NCBI GI 


g2623295 


BLAST score 


334 


E value 


1.0e-31 


Match length 


79 


% identity 


76 


NCBI Description 


(AC002409) hypothetical protein 


Seq. No. 


301787 


Seq. ID 


clt700044778.fl 


Method 


BLASTX 



42561 





UJ JIIDIO 


BLAST score 


455 


E value 


8.0e-46 


Match length 


84 


% identity 


100 


NCBI Description 


(AJ005343) DNA directed RNA polymerase [Zea mays] 


Seq. No. 


301788 


Seq. ID 


clt700044784.fl 


Method 


BLASTN 


NCBI GI 


g22204 






E value 


6.0e-17 


Match length 


117 


% identity 


93 


NCBI Description 


Maize Bz-McC gene for UDPglucose flavonoid 




glycosyl-transf erase 


Seq. No, 


301789 


Seq. ID 


clt700044801.fl 


Method 


BLASTX 




y jjO / jDI 


BLAST score 


146 


E value 


1.0e-09 


Match length 


52 


% identity 


48 


NCBI Description 


(AC004481) ankyrin-like protein [Arabidopsis thaliana] 


Seq. No. 


301790 


Seq. ID 


clt700044864.fl 


Method 


BLASTX 




rrA OOfiRI 7 
g4Z<£ UD1 / 


BLAST score 


301 


E value 


1.0e-27 


Match length 


89 


% identity 


63 


NCBI Description 


(AL035356) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


301791 


Seq. ID 


clt700044891.fl 


Method 


BLASTX 


LN\_i3j. OO- 




BLAST score 


377 


E value 


1.0e-36 


Match length 


85 


% identity 


84 


NCBI Description 


(U84888) phosphoglucomutase [Mesembryanthemum crystallinum] 


Seq. No. 


301792 


Seq. ID 


clt700044894.fl 


Method 


BLASTX 


NCBI GI 


g4567283 


BLAST score 


168 


E value 


3.0e-12 


Match length 


59 


% identity 


59 


NCBI Description 


(AC006841) unknown protein [Arabidopsis thaliana] 



42562 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301793 

clt700044936.fl 

BLASTX 

gl00880 

190 

6.0e-15 

58 
71 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A, chloroplast - maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301794 

clt700044960.fl 

BLASTX 

gll5815 

327 

9.0e-31 

69 

88 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X558 92) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% d dent it y 

NCBI Description 



301795 

clt700044991.fl 

BLASTN 

g2773153 

67 

2.0e-29 

79 

96 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301796 

clt700045013.fl 

BLASTX 

g3004564 

282 

1.0e-25 

82 

63 

(AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301797 

clt700045074.fl 

BLASTX 

gll5786 

266 

1.0e-23 

68 

81 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 



42563 



(CAB) {LHCP) >gi__82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 



Seq. No. 


301798 


Seq. ID 


clt700045077.fl 


Method 


BLASTN 


NCBI GI 


g21843 


BLAST score 


37 


E value 


l.Oe-rll 


Match length 


59 


% identity 


92 


NCBI Description 


Wheat PsbO mRNA for 33kDa oxygen evolving prol 




photosystem II 


Seq. No. 


301799 


Seq. ID 


clt700045136.fl 


Method 


BLASTX 


NCBI GI 


gl673456 


BLAST score 


278 


E value 


4.0e-25 


Match length 


55 


% identity 


100 


NCBI Description 


(Y09214) rubisco small subunit [Zea mays] 


Seq. No. 


301800 


Seq. ID 


clt700045148.fl 


Method 


BLASTN 


NCBI GI 


gl68470 


BLAST score 


172 


E value 


4.0e-92 


Match length 


250 


% identity 


93 


NCBI Description 


Maize ferredoxin I (Fd) isoprotein mRNA, pFDl 


Seq. No. 


301801 


Seq. ID 


clt700045162.fl 


Method 


BLASTX 


NCBI GI 


g4006835 


BLAST score 


177 


E value 


4.0e-13 


Match length 


91 


% identity 


36 


NCBI Description 


(AC005970) hypothetical protein [Arabidopsis 


Seq. No. 


301802 


Seq. ID 


clt700045182.fl 


Method 


BLASTN 


NCBI GI 


gl68529 


BLAST score 


57 


E value 


2.0e-23 


Match length 


57 


% identity 


100 


NCBI Description 


Zea mays opaque2 heterodimerizing protein 1 (' 




complete cds 


Seq. No. 


301803 



(OHP1) mRNA, 



42564 



Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



clt700045259.fl 

BLASTX 

gl31197 

141 

2.0e-15 

51 

88 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING; COMPLEX I 11 KD PROTEIN) (PSI-H) (GOS5 

PROTEIN) >gi_72679_pir A1RZH photosystem I protein psaH 

precursor - rice >gi_20240_emb_CAA36191_ (X51911) GOS5 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301804 

clt700045263.fl 

BLASTX 

g4468984 

213 

1.0e-17 

73 

58 

(AL035605) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301805 

clt700045305.fl 

BLASTN 

g2981206 

198 

1.0e-107 

220 

98 

Zea mays photosystem I complex PsaH subunit precursor 
(psaH) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301806 

clt700045321.fl 
BLASTX • 
g2326947 
184 

4.0e-20 

54 

98 

(Z50801) Chlorophyll a/b-binding protein CP29 precursor 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301807 

clt700045373.fl 

BLASTX 

g4263711 

337 

5.0e-32 

81 

79 

(AC006223) putative CCR4-associated transcription factor 
[Arabidopsis thaliana] 



42565 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301808 

clt700045406.fl 

BLASTX 

g462195 

417 

3.0e-41 

86 

92 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 

301809 

clt700045417.fl 

BLASTX 

g543938 

268 

5.0e-24 

57 

95 

CHLOROPHYLL A- B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB48) (LHCP) >gi_82681_pir S22497 chlorophyll 

a/b-binding protein precursor (cab-48) - maize 
>gi_22228_emb_CAA44888__ (X63205) chlorophyll a /b binding 
protein [Zea mays] 

301810 

clt700045431.fl 

BLASTN 

g2326946 

68 

2.0e-30 

80 

96 

Z.mays mRNA for chlorophyll a/b-binding protein CP29 
301811 

clt700045434.fl 

BLASTX 

gll5786 

277 

6.0e-25 

74 

74 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB) (LHCP) >gi_82680_pir_A29119 chlorophyll a/b-binding 
protein - maize >gi__22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 

301812 

clt700045462.fl 

BLASTX 

g3913239 

504 

2.0e-51 



42566 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
■NCBI GI 
BLAST score 
E value 



100 
95 

PROBABLE 1-DEOXYXYL0L0SE-5-PH0SPHATE SYNTHASE (DXP 
SYNTHASE) >gi_2612941 (AF024512) CLA1 transketolase-like 
protein [Oryza sativa] 

301813 

clt700045527.fl 

BLASTX 

g543938 

262 

4.0e-23 

62 
85 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB48) (LHCP) >gi_82681_pir S22497 chlorophyll 

a/b-binding protein precursor (cab-48) - maize 
>gi_22228_emb_CAA44888_ (X63205) chlorophyll a /b binding 
protein [Zea mays] 

301814 

clt700045543.fl 

BLASTX 

g3789954 

398 

3.0e-39 

78 
92 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

301815 

clt700045579.fl 

BLASTX 

g2446998 

219 

4.0e-18 

45 
96 

(D63954) fatty acid desaturase [Zea mays] 
301816 

clt700045586.fl 

BLASTX 

g3093410 

323 

2.0e-30 

84 

75 

(AJ225107) protoporphyrinogen oxidase [Solanum tuberosum] 
301817 

clt700045623.fl 
BLAST N 
g2326946 
237 

1.0e-131 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



255 
99 

2. mays mRNA for chlorophyll a/b-binding protein CP29 
301818 

clt700045655.fl 

BLASTX 

g534982 

155 

1.0e-10 

38 
68 

(X75898) phosphoglucomutase [Spinacia oleracea] 
301819 

clt700045658.fl 

BLASTX 

g2914693 

159 

5.0e-ll 

78 
42 

(AC003974) putative protein kinase [Arabidopsis thaliana] 
301820 

clt700045665.fl 

BLASTX 

g2245087 

190 

1.0e-14 

50 

64 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
301821 

clt700045738.fl 

BLASTX 

g!15786 

198 

8.0e-16 

63 

65 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 

301822 

clt700045842.fl 

BLASTX 

gll5815 

204 

2.0e-16 

62 

66 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-M9) (LHCP) >gi_1008 66_pir S13098 chlorophyll 
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a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 



Seq. No. 


301823 


Seq. ID 


clt700045910.fl 


Method 


BLASTX 


NCBI GI 


gl673456 


BLAST score 


376 


E value 


2.0e-36 


Match length 


74 


% identity 


100 


NCBI Description 


(Y09214) rubisco small subunit [Zea mays] 


Seq. No. 


301824 


Seq. ID 


clt700045928.fl 


Method 


BLASTX 


NCBI GI 


g3885328 


BLAST score 


180 


E value 


1.0e-22 


Match length 


94 


% identity 


. 57 


NCBI Description 


(AC005623) putative serine/threonine protein 




[Arabidopsis thaliana] 


Seq. No. 


301825 


Seq. ID 


clt700045986.fl 


Method 


BLASTN 


NCBI GI 


g21843 


BLAST score 


48 


E value 


4.0e-18 


Match length 


106 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

Wheat PsbO mRNA for 33kDa oxygen evolving protein of 
photosystem II 

301826 

clt700046012.fl 

BLASTX 

g729478 

304 

5.0e-28 

61 

97 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 
>gi_442481_dbj_BAA04616_ (D177 90) f erredoxin-NADP+ 
reductase [Oryza sativa] 

301827 

clt700046014.fl 

BLASTX 

g3421413 

226 

7.0e-19 

45 

93 

(AF081922) protein phosphatase 2A 55 kDa B regulatory 
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subunit [Oryza sativa] >gi_3421415 (AF081923) protein 
phosphatase 2A 55 kDa B regulatory subunit [Oryza sativa] 



Seq. No. 


301828 


Seq. ID 


clt700046030.fl 


Method 


BLASTX 


NCBI GI 


gl488043 


BLAST score 


173 


E value 


1. Oe-12 


Match length 


47 


% identity 


70 


NCBI Description 


(U63784) PAPS-reductase-like protein [Catharanthus roseus] 


Sea. No. 


301829 


Seq. ID 


clt700046032.fl 


Method 


BLASTN 


NCBI GI 


g2326946 


BLAST score 


237 


E value 


1.0e-131 


Match length 


255 


% identity 


99 


NCBI Description 


2. mays mRNA for chlorophyll a/b-binding protein CP29 


Seq. No. 


301830 


Seq. ID 


clt700046060.fl 


Method 


BLASTN 


NCBI GI 


g22292 


BLAST score 


178 


E value 


1.0e-95 


Match length 


279 


% identity 


98 


NCBI Description 


Z.mays mRNA for glycine-rich protein 


Sea. No. 


301831 


Seq. ID 


clt700046066.fl 


Method 


BLASTX 


NCBI GI 


gl673456 


BLAST score 


239 


E value 


5.0e-32 


Match length 


75 


% identity 


100 


NCBI Description 


(Y09214) rubisco small subunit [Zea mays] 


Seq. No. 


301832 


Seq. ID 


clt700046073.fl 


Method 


BLASTX 


NCBI GI 


gll5815 


BLAST score 


271 


E value 


4.0e-24 


Match length 


65 


% identity 


77 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 



(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301833 

clt700046077.fl 

BLASTN 

g3420038 

40 

3.0e-13 

52 
49 

Zea maysr gypsy/Ty3-type retrotransposon Tekay, complete 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301834 

clt70Q046241.fl 

BLASTX 

g2739008 

191 

6.0e-15 

76 
55 

(AF0224 63) CYP78A3p [Glycine max] 
301835 

clt700046406.fl 

BLASTX 

g3283026 

184 

6.0e-14 

92 
38 

(AF051562) putative transposase [Arabidopsis thaliana] 
301836 

clt700046458.fl 

BLASTX 

g4335735 

151 

4.0e-10 

35 
74 

(AC006248) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301837 

clt700046489.fl 

BLASTN 

g861198 

63 

2.0e-27 

87 

93 

Hordeum vulgare protoporphyrin IX Mg-chelatase subunit 
precursor (Xantha-f) gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301838 

cyk700047301.fl 

BLASTX 

g2618691 

287 
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E value 
Match length 
% identity 
NCBI Description 



7.0e-26 

107 

56 

(AC002510) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301839 

cyk700047370.fl 

BLASTX 

g4006915 

159 

6.0e-ll 

74 

41 

(Z99708) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


301840 


Seq. ID 


cyk700047402.fl 


Method 


BLASTX 


NCBI GI 


g3023932 


BLAST score 


211 


E value 


4.0e-17 


Match length 


78 


% identity 


51 


NCBI Description 


HISTONE DEACETYLASE 3 (HD3) >gi_27916 


deacetylase-3; HD-3 [Gallus gallus] 


Seq. No. 


301841 


Seq. ID 


cyk700047429.fl 


Method 


BLASTN 


NCBI GI 


g559535 


BLAST score 


309 


E value 


1.0e-174 


Match length 


335 


% identity 


99 


NCBI Description 


Z.mays mRNA for metallothionein 


Seq. No. 


301842 


Seq. ID 


cyk700047456.fl 


Method 


BLASTX 


NCBI GI 


g4039155 


BLAST score 


169 


E value 


3.0e-12 


Match length 


79 


% identity 


39 


NCBI Description 


(AF104258) putative copper-inducible 




[Festuca rubra] 


Seq. No. 


301843 


Seq. ID 


cyk700047539.fl 


Method 


BLASTX 


NCBI GI 


g2499946 


BLAST score 


299 


E value 


2.0e-27 


Match length 


96 



(AF039753) histone 



. 6 kDa protein 



% identity 66 
NCBI Description URIDINE 



5' -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
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PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 '-PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 



Seg. No. 


301844 


Seq. ID 


cyk700047591.fl 


Method 


BLASTX 


NCBI GI 


g2213594 


BLAST score 


378 


E value 


1.0e-36 


Match length 


110 


% identity 


69 


NCBI Description 


(AC000348) T7N9, 




301845 


Seq. ID 


cyk700047652.fl 


Method 


BLASTX 


NCBI GI 


g4008406 


BLAST score 


200 


E value 


9.0e-16 


Match length 


58 


% identity 


60 


NCBI Description 


(Z82286) predid 




elegans] 


Seq. No. 


301846 


Seq. ID 


cyk700047710.fl 


Method 


BLASTX 


NCBI GI 


g4580398 


BLAST score 


226 


E value 


8.0e-19 


Match length 


52 


% identity 


77 



predicted using Genefinder [Caenorhabditis 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC007171) 
thaliana] 



putative protein kinase APK1A [Arabidopsis 



301847 

cyk700047769.fl 

BLASTN 

g4140643 

201 

1.0e-109 
310 
92 

Zea mays 
complete 



cosmid II.2E10 22-kDa alpha zein gene cluster, 
sequence 



301848 

cyk700047815.fl 

BLASTX 

g3366659 

163 

2.0e-ll 

54 

63 

(AF036763) P-ATPase [Emericella nidulans] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301849 

cyk700047828.fl 

BLASTX 

g584861 

153 

3.0e-10 

56 

50 

CYTOCHROME P450 71A2 (CYPLXXIA2) (P-450EG4) 

>gi_480396_pir S36806 cytochrome P450 71A2 - eggplant 

>gi_408140_emb_CAA50645_ (X71654) P450 hydroxylase [Solanum 
melongena] >gi__441185_dbj_BAA03635_ (D14990) Cytochrome 
P-450EG4 [Solanum melongena] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301850 

cyk700047850.fl 

BLASTX 

g4206114 

389 

6.0e-38 

78 

92 

(AF097663) cytoplasmic glucose- 6-phosphate 1-dehydrogenase 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301851 

cyk700047889.fl 

BLASTX 

g3168840 

183 

8.0e-14 

51 

75 

(U88711) copper homeostasis factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301852 

cyk700047924.fl 

BLASTN 

g2981287 

56 

9.0e-23 

128 

86 

Bos taurus histone 



H4.1 mRNA, complete cds 



301853 

cyk700047958.fl 

BLASTX 

gl351136 

439 

1.0e-43 

88 
100 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCO SYLT RAN SFE RASE 2) 
>gi_514946 (L22296) UDP-glucose : D-f ructose 
2-glucosyl-transf erase [Zea mays] >gi_533252 (L33244) 
sucrose synthase 2 [Zea mays] 



42574 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301854 

cyk700048174.fl 

BLASTX 

g3025299 

291 

2.0e-26 

93 
57 

HYPOTHETICAL 62.3 KD PROTEIN T29M21.25 >gi_2088660 
(AF002109) ABC1 isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301855 

cyk700048179. 
BLASTX 
gl620986 
154 

2.0e-10 

35 
89 

(Y08858) 40S 



fl 



ribosomal protein S17 [Nicotiana 



plumbaginifolia] 
301856 

cyk700048210.fl 

BLASTX 

g3121951 

168 

6.0e-12 

109 

36 

CH-TOG PROTEIN (COLONIC AND HEPATIC TUMOR OVER-EXPRESSED 
PROTEIN) (KIAA0097) >gi_603951_dbj_BAA07892_ (D43948) This 
gene is novel. [Homo sapiens] 

301857 

cyk700048223.fl 

BLASTX 

g3868800 

365 

5.0e-35 
103 
61 

(AB013603) topoisomerase III beta 



[Mus musculus] 



301858 

cyk700048234.fl 
BLASTX 
g3122388 
203 

5.0e-16 
67 
60 

WD-40 REPEAT PROTEIN MSI2 >gi_2394231 
repeat protein [Arabidopsis thaliana] 
>gi_4581121_gb_AAD24611.1_AC005825_18 
WD-40 protein MSI2 [Arabidopsis thaliana] 



(AE016847) WD-40 
(AC005825) putative 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301859 

cyk700048266.fl 

BLASTX 

g4539383 

169 

4.0e-12 

91 

41 

(AL035526) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301860 

cyk700048267.fl 

BLASTN 

g433040 

54 

1.0e-21 

170 

84 

Zea mays W-22 clone PREM-1A retroelement PREM-1, partial 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301861 

cyk700048271.fi 

BLASTX 

gl076353 

421 

9.0e-42 

97 

85 

myosin heavy chain PCR11 



Arabidopsis thaliana (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301862 

cyk700048315.fl 

BLASTX 

g3687469 

178 

1.0e-13 

51 

67 

(AL031798) putative diphthine synthase [Schizosaccharomyces 
pombe] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301863 

cyk700048318.fl 

BLASTX 

g3176715 

241 

1.0e-20 

96 

52 

(AC002392) putative receptor-like protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



301864 

cyk700048365.fl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



BLASTX 

g3242783 

229 

3.0e-19 

67 
60 

(AF055354) 
thaliana] 



respiratory burst oxidase protein B [Arabidopsis 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301865 

cyk700048446.fl 

BLASTX 

gl350595 

228 

2.0e-19 

49 

84 

RH02 PROTEIN >gi_1076923_pir JC4045 Rho2 protein - fission 

yeast (Schizosaccharomyces pombe) >gi_1064858_dbj_BAA07378_ 
(D38181) Rho 2 [Schizosaccharomyces pombe] 

301866 

cyk700048453.fl 

BLASTX 

g4377999 

393 

2.0e-38 

99 

69 

(AF076951) Cu-Zn superoxide dismutase [Glomerella 
cingulata] 

301867 

cyk700048471.fl 

BLASTX 

g2129559 

228 

5.0e-19 

80 

59 

cellulase homolog OR16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 

301868 

cyk700048478.fl 

BLASTX 

g2275211 

290 

2.0e-26 

66 

83 

(AC002337) RNA helicase isolog [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301869 

cyk700048479.fl 

BLASTX 

g3776573 

236 

2.0e-20 

61 

67 

(AC005388) Similar to nodulins and lipase homolog F14J9.5 
gi_3482914 from Arabidopsis thaliana BAC gb_AC003970. 
Alternate first exon from 72258 to 72509. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301870 

cyk700048492.fl 

BLASTX 

g585165 

291 

2.0e-26 

80 

70 

GLUCOSE- 6-PHOSPHATE 1- DEHYDROGENASE, CYTOPLASMIC ISOFORM 

(G6PD) >gi_2129985_pir S60287 glucose- 6-phosphate 

1-dehydrogenase (EC 1.1.1.4 9) - potato 
>gi_471345_emb_CAA52442__ (X74421) glucose-6-phosphate 
1-dehydrogenase [Solanum tuberosum] 



Seq. No. 


301871 


Seq. ID 


cyk700048502.fl 


Method 


BLASTX 


NCBI GI 


g2293566 


BLAST score 


369 


E value 


1.0e-35 


Match length 


73 


% identity 


100 


NCBI Description 


(AF012896) ADP-ribosylation 


Seq. No. 


301872 


Seq. ID 


cyk700048605.fl 


Method 


BLASTX 


NCBI GI 


g4455232 


BLAST score 


262 


E value 


2.0e-24 


Match length 


88 


% identity 


60 


NCBI Description 


(AL035523) putative protein 


Seq. No. 


301873 


Seq. ID 


cyk700048636.fl 


Method 


BLASTX 


NCBI GI 


g2980798 


BLAST score 


187 


E value 


3.0e-14 


Match length 


63 


% identity 


52 


NCBI Description 


(AL022197) putative protein 



1 [Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301874 

cyk700048650.fl 

BLASTN 

g22185 

33 

4.0e-09 

53 

91 

Z.mays mRNA for b-32 protein, putative regulatory factor 
zein expression (clone b-32. 120) 

301875 

cyk700048662.fl 

BLASTN 

g2288968 

54 

6.0e-22 

85 

91 

Zea mays mRNA for glutathione transferase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301876 

cyk700048675.fl 

BLASTX 

g3738308 

204 

3.0e-16 

100 

47 

(AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301877 

cyk700048691.fl 

BLASTX 

g4138179 

263 

3.0e-23 

77 

69 

(AJ223969) elongation factor 1 alpha subunit [Malus 
domestica] 



Seq. No. 301878 

Seq. ID cyk700048747.fl 

Method BLASTX 

NCBI GI g4105798 

BLAST score 229 

E value 2.0e-25 

Match length 73 

% identity 71 

NCBI Description (AF049930) PGP237-11 [Petunia x hybrida] 

Seq. No. 301879 

Seq. ID cyk700048751.fl 

Method BLASTX 

NCBI GI g2130023 

BLAST score 169 



42579 



E value 
Match length 
% identity 
NCBI Description 



5.0e-12 

82 
57 

DNA-binding protein ABF1 - wild oat (fragment) 
>gi_1159877_emb_CAA88326_ (Z48429) DNA-binding protein 
[Avena fatua] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301880 

cyk700048760.fl 

BLASTN 

g3320103 

35 

1.0e-10 

55 
91 

Zea mays mRNA for calcium-dependent protein kinase 
301881 

cyk700048805.fl 

BLASTX 

g82696 

283 

5.0e-29 

80 

88 

glycine-rich protein - maize >gi_22293_emb_CAA43431__ 
(X61121) glycine-rich protein [Zea mays] 

301882 

cyk700048818.fl 

BLASTX 

g542058 

150 

5.0e-10 

39 
67 

HSR203J protein - common tobacco >gi_444002_emb_CAA54393_ 
(X77136) HSR203J [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301883 

cyk700048838.fl 

BLASTX 

g4454043 

258 

1.0e-22 

69 

67 

(AL035394) putative receptor kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301884 

cyk700048876.fl 

BLASTN 

g998429 

53 

4.0e-21 

77 
92 



42580 



NCBI Description 



GRFl=general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301885 

cyk700048896.fl 

BLASTX 

g2980767 

182 

6.0e-14 

77 
48 

(AL022198) putative protein [Arabidopsis thaliana] 
301886 

cyk700048904.fl 

BLASTX 

g4582461 

364 

5.0e-35 

101 
71 

(AC007071) putative triacylglycerol lipase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301887 

cyk700048929.fl 

BLASTS 

g2541876 

168 

5.0e-12 

79 

43 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301888 

cyk700048931.fl_ 

BLASTN 

gl408221 

71 

9.0e-32 

201 

91 

Sorghum bicolor pathogenesis-related protein (PR-10) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301889 

cyk700048934.fl 

BLASTN 

g4240538 

258 

1.0e-143 

265 
99 

Zea mays knotted class 1 
(lg3) mRNA, complete cds 



homeodomain protein liguleless3 



42581 






Seq. No. 


301890 




Seq. ID 


cyk700048973.fl 




Method 


BLASTX 




"NCBI GI 


gl353193 




BLAST score 


176 




E value 


6.0e-13 




Match length 


50 




% identity 


64 _ - 




NCBI Description 


O-METHYLTRANSFERASE ZRP4 (OMT) >gi_542186_pir JQ22i 






O-methyltransferase (EC 2.1.1.-) - maize >gi_404070 






(L14063) O-methyltransferase [Zea mays] 




Seq, No. 


301891 




Seq. ID 


cyk700048987.fl 




Method 


BLASTX 




NCBI GI 


g4585972 




BLAST score 


277 




E value 


8.0e-25 




Match length 


96 


■S 


% identity 


51 




NCBI Description 


(AC005287) Putative ATPase [Arabidopsis thaliana] 


01 


Seq. No. 


301892 


4- 


Seq. ID 


cyk700049013.fl 


Q 


Method 


BLASTX 




NCBI GI 


g2058311 


If™ 


BLAST score 


186 


- 3 


E value 


4.0e-14 


s 


Match length 


40 




% identity 


85 




NCBI Description 


(X79566) cinnamoyl-CoA reductase [Eucalyptus gunnii 




Seq. No. 


301893 




Seq. ID 


cyk700049102.fl 




Method 


BLASTX 




NCBI GI 


g4588906 




BLAST score 


305 




E value 


5.0e-28 




Match length 


67 




% identity 


88 




NCBI Description 


(AF118149) ribosomal protein S7 [Secale cereale] 




Seq. No. 


301894 




Seq. ID 


cyk700049141.fl 




Method 


BLASTN 




NCBI GI 


a559535 




BLAST score 


252 




E value 


1.0e-140 




Match length 


294 




% identity 


96 




NCBI Description 


Z.mays mRNA for metallothionein 




Seq. No. 


301895 




Seq. ID 


cyk700049142.fl 




Method 


BLASTN 




NCBI GI 


g603189 




BLAST score 


38 



42582 



E value 4.0e-12 
Match length 81 
% identity 86 

NCBI Description Zea mays translation initiation factor eIF-4A mRNA, 
complete cds 



Seq. No. 


301896 


Seq. ID 


cyk700049168.fl 


Method 


BLASTX 


NCBI GI 


gl313909 


BLAST score 


198 


E value 


8.0e-16 


Match length 


76 


% identity 


61 


NCBI Description 


(D84508) CDPK-related protein kinase [Zea mays] 


Seq. No. 


301897 


Seq. ID 


cyk700049175.fl 


Method 


BLAST N 


NCBI GI 


g4582786 


BLAST score 


40 


E value 


3.0e-13 


Match length 


40 


% identity 


100 


NCBI Description 


Zea mays mRNA for adenosine kinase, putative 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301898 

cyk700049210.fl 

BLASTN 

gl747295 

86 

8.0e-41 

165 

89 

Oryza sativa mRNA 
cds 



for vacuolar H+-pyrophosphatase, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301899 

cyk700049214.fl 

BLASTX 

g3885334 

297 

4.0e-27 

88 

67 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301900 

cyk700049247.fl 

BLASTX 

gl706260 

283 

1.0e-25 

76 

74 

CYSTEINE PROTEINASE 



1 PRECURSOR >gi_2118131_pir S59597 



42583 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. , 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cysteine proteinase 1 precursor - maize 

>gi_643597_dbj_BAA08244_ (D45402) cysteine proteinase [Zea 
mays] 

301901 

cyk700049294.fl 

BLASTX 

g2190553 

178 

7.0e-18 

97 

47 

(AC001229) Strong similarity to Arabidopsis 
zeta-crystallin-like protein (gb_Z49268) . [Arabidopsis 
thaliana] 

301902 

cyk700049352.fl 

BLASTX 

g4115559 

229 

4.0e-19 

104 

46 

(AB013596) UDP-glucose:anthocysnin 5-O-glucosyltransf erase 
[Perilla frutescens] 

301903 

cyk700049357.fl 

BLASTN 

gl042260 

42 

2.0e-14 

54 

94 

{Mul element insertion site, clone 10} [maize, Transposon, 
285 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301904 

cyk700049422.fl 

BLASTX 

g2130024 

155 

1.0e-10 

66 

55 

DNA-binding protein ABF2 
>gi_l 15987 9_emb_CAA8 8 3 3 1_ 
[Avena fatua] 



• wild oat 

(Z48431) DNA-binding protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



301905 

cyk700049454.fl 

BLASTX 

g444344 

235 

7.0e-24 
70 



42584 



% identity 

NCBI Description 



74 

thaumatin-like protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301906 

cyk700049460.fl 

BLASTX 

g3367568 

177 

5.0e-13 

39 

79 

(AL031135) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301907 

cyk700049493.fl 

BLASTX 

g3913366 

175 

7.0e-13 

96 

47 

PUTATIVE RECEPTOR PROTEIN KINASE CRINKLY4 PRECURSOR 
>gi_1597723 (U67422) CRINKLY4 precursor [Zea mays] 

301908 

cyk700049530.fl 

BLASTX 

g549597 

217 

8.0e-18 

88 

48 

ATP- DEPENDENT RNA HELICASE DBP7 >gi_539330_pir S38093 

probable purine nucleotide-binding protein YKR024c - yeast 
(Saccharomyces cerevisiae) >gi_48644 9_emb_CAA82096_ 
(Z28249) ORF YKR024c [Saccharomyces cerevisiae] 

301909 

cyk700049532.fl 

BLASTX 

g3360289 

150 

5.0e-10 

40 

60 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

301910 

cyk700049560.fl 

BLASTX 

g2980781 

214 

2.0e-17 

53 

62 



42585 



NCBI Description (AL022198) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value :i: ' ' 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(shrunken-2) gene, 



301911 

cyk700049654.fl 
BLASTN 
gl68654 
34 

1.0e-09 
94 
84 

Zea mays ADP glucose pyrophosphorylase 
complete cds 

301912 

cyk700049692.fl 

BLASTN 

g!945282 

37 

2.0e-ll 

61 

90 

O.sativa mRNA for myb factor, 1402 bp 
301913 

cyk700049694.fl 

BLASTX 

g585876 

232 

1.0e-19 

81 

62 

60S RIBOSOMAL PROTEIN L23A (L25) >gi_1084424_pir S48026 

ribosomal protein L25 - common tobacco >gi_310935 (L18908) 
60S ribosomal protein L25 [Nicotiana tabacum] 

301914 

cyk700049731.fl 

BLASTN 

g!906603 

226 

1.0e-124 

277 

96 

Zea mays ACCase gene, intron containing colonistl and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 

301915 

cyk700049738.fl 

BLASTX 

g2570047 

222 

2.0e-18 

87 
41 

(Y09234) MSTK2S kinase-like protein [Mus musculus] 



42586 






Seq. No. 


301916 




Seq. ID 


cyk700049749.fl 




Method 


BLASTX 




NCBI GI 


g3805964 




BLAST score 


306 




E value 


1.0e-28 




Match length 


64 




% identity 


86 




NCBI Description 


(Y13773) laccase [Populus balsamifera subsp. trichocarpa] 




Seq. No. 


301917 




Seq. ID 


cyk700049772.fl 




Method 


BLASTX 




NCBI GI 


g2244855 




BLAST score 


261 




E value 


6. 0e-23 




Match length 


100 




% identity 


54 




NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


301918 


~? - 


Seq. ID 


cyk700049805.fl 




Method 


BLASTX 




NCBI GI 


g4378178 


s 


BLAST score 


181 


ii~.iL 


E value 


5.0e-16 




Match length 


89 


y = 


% identity 


56 


~ 


NCBI Description 


(AF102543) unknown [Zymomonas mobilis] 


Ms 
fi 


Seq. No. 


301919 




Seq. ID 


cyk700049823.fl 




Method 


BLASTX 


if 


NCBI GI 


gl28185 




BLAST score 


235 


O 


E value 


3.0e-26 




Match length 


75 " • 




% identity 


85 




NCBI Description 


NITRATE REDUCTASE (NR) >gi_66208_pir RDBHNH nitrate 






reductase (NADH) (EC 1.6.6.1) - barley (cv. Himalaya) 






>gi_18994_emb_CAA40976_ (X57845) nitrate reductase [Horde- 






vulgare] 




Seq. No. 


301920 




Seq. ID 


cyk700049824.fl 




Method 


BLASTX 




NCBI GI 


gl491929 




BLAST score 


415 




E value 


5.0e-41 




Match length 


89 




% identity 


89 




NCBI Description 


(U51272) 1, 3-beta-D-glucan synthase catalytic subunit 






[Emericella nidulans] 




Seq. No. 


301921 




Seq. ID 


cyk700049833.fl 




Method 


BLASTX 
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NCBI GI 


g4467126 


BLAST score 


226 


E value 


6.0e-19 


Match length 


63 


% identity 


71 


NCBI Description 


(AL035538) guanine nucleotide-exc 




[Arabidopsis thaliana] 


Seq. No. 


301922 


Seq. ID 


cyk/00049887 . f 1 


Method 


BLASTX 


NCBI GI 


gZo9o{)3 f 


BLAST score 


291 


E value 


2.0e-26 


Match length 


98 


% identity 


54 


NCBI Description 


(AJ001272) manganese resistance 




cerevisiae] 


Seq. No. 


301923 


Seq. ID 


cyk700049888 . f 1 


Method 


BLASTN 


NCBI GI 


g!657759 


BLAST score 


80 


E value 


1.0e-37 


Match length 


88 


% identity 


98 


NCBI Description 


Zea mays retrotransposon Fourf 5 




site DNA sequence 


Seq. No. 


301924 


Seq. ID 


cyk700049907 . f 1 


Method 


BLASTX 


NCBI GI 


g2293566 


BLAST score 


378 


E value 


9.0e-37 


Match length 


75 


% identity 


100 


NCBI Description 


(AF012896) ADP-ribosylation fact 


Seq. No. 


301925 


Seq. ID 


cyk700049910 . f 1 


Method 


BLASTX 


NCBI GI 


g3522929 


BLAST score 


407 


E value 


5.0e-40 


Match length 


80 


% identity 


96 


NCBI Description 


(AC002535) putative dTDP-glucose 



1 protein [Saccharomyces 



LTR and primer binding 



1 [Oryza sativa] 



-6 -dehydratase 
[Arabidopsis thaliana] >gi_3738279 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301926 

cyk700049953.fl 

BLASTX 

gl00490 

402 



42588 



E value 
Match length 
% identity 
NCBI Description 



2.0e-39 

103 

23 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301927 

cyk700049964.fl 
BLASTX 
gl076641 
208 

8.0e-17 

40 
97 

tau-protein kinase (EC 2,7.1.135) 
>gi_456356_emb_CAA54803_ (X77763) 
kinase [Nicotiana tabacum] >gi_1094395_prf 
Ser/Thr protein kinase [Nicotiana tabacum] 



homolog - common tobacco 
shaggy like protein 
2106142A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301928 

cyk700050015.fl 

BLASTX 

g4539399 

184 

6.0e-14 

38 

100 

(AL035526) ras-like GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 


301929 


Seq. ID 


cyk700050036.fl 


Method 


BLASTX 


NCBI GI 


gl209756 


BLAST score 


254 


E value 


3.0e-22 


Match length 


91 


% identity 


55 


NCBI Description 


(U43629) integral membrane ] 


Seq. No. 


301930 


Seq. ID 


cyk700050061.fl 


Method 


BLASTX 


NCBI GI 


g!076685 


BLAST score 


300 


E value 


2.0e-27 


Match length 


90 


% identity 


34 


NCBI Description 


SPF1 protein - sweet potato 



(D30038) SPF1 protein [Ipomoea batatas] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



301931 

cyk700050077.fl 

BLASTX 

g902586 

438 



42589 



E value 


8.0e-44 


Match length 


88 


% identity 


20 


NCBI Description 


(U29162) ubiquitin [Zea mays] 


Seq. No. 


301932 


Seq. ID 


cyk700050123. fl 


Method 


BLASTX 


NCBI GI 


g2894569 


BLAST score 


186 


E value 


2.0e-14 


Match length 


50 


% identity 


64 


NCBI Description 


(AL0218 90) putative protein [ 


Seq. No. 


301933 


Seq. ID 


cyk700050135.fl 


Method 


BLASTX 


NCBI GI 


g422029 


BLAST score 


312 


E value 


6.0e-29 


Match length 


99 


% identity 


69 


NCBI Description 


transcription factor OBF3.2, 



>gi_2 9701 8_emb_CAA4 8 9 0 4_ 
factor 3.2 [Zea mays] 



(X69152) 



sxement-Dinding - maize 
ocs-element binding 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



301934 

cyk700050162.fl 

BLASTX 

gl708073 

242 

1.0e-20 

103 

51 

GMP SYNTHASE ( GLUTAMINE-HYDROLYS ING ) (GLUTAMINE 

AMI DOTRANS FERASE ) (GMP SYNTHETASE) >gi_1077145_pir S55099 

GMP synthase (glutamine-hydrolyzing) (EC 6.3.5.2) - yeast 
(Saccharomyces cerevisiae) >gi_854469_emb_CAA89932_ 
(Z49809) Gualp [Saccharomyces cerevisiae] 

301935 

cyk700050189.fl 

BLASTX 

g2129587 

187 

3.0e-14 

83 

45 

gamma-glutamyltransferase (EC 2.3 
thaliana >gi_928934_emb_CAA89206_ 
transpeptidase [Arabidopsis thaliana] 

>gi_1585436_prf 2124427C gamma-Glu transpeptidase 

[Arabidopsis thaliana] 

301936 

cyk700050204.fl 



2.2) - Arabidopsis 

( Z 4 92 4 0 ) gamma -glut amy 1 



42590 



Method 


BLASTX 


NCBI GI 


a542157 


BLAST score 


177 


E value 


2.0e-13 


Match length 


52 


% identity 


67 


NCBI Description 


ribosomal 5S RNA-binding protein - Rice 


Seq. No. 


301937 


Seq. ID 


cyk700050222.fl 


Method 


BLASTX 


NCBI GI 


g2702268 


BLAST score 


161 


E value 


2-0e-ll 


Match length 


49 


% identity 


61 


NCBI Description 


(AC003033) putative cellulase [Arabidopsis thali; 


Seq. No. 


301938 


Seq. ID 


cyk700050241.fl 


Method 


BLASTX 


NCBI GI 


g4558552 


BLAST srorp 


280 


E value 


3.0e-25 


Match length 


65 


% identity 


41 


NCBI Description 


(AC007138) putative P-glycoprotein-like protein 




[Arabidopsis thaliana] 


Seq. No. 


301939 


Seq. ID 


cyk700050275.fl 


Method 


BLASTN 


NCBI GI 


g2668743 


"RT.A^T q core* 


41 


E value 


8.0e-14 


Match length 


73 


% identity 


89 


NCBI Description 


Zea mays ubiquitin conjugating enzyme (UBC) mRNA, 




cds 


Seq. No. 


301940 


Seq. ID 


cyk700050285.fl 


Method 


BLASTX 


NCBI GI 


g2281085 




ji. _L J 


E value 


2.0e-17 


Match length 


61 


% identity 


64 


NCBI Description 


(AC002333) CTR1 protein kinase isolog [Arabidops: 




thaliana] 


Seq. No. 


301941 


Seq. ID 


cyk700050290.fl 


Method 


BLASTX 


NCBI GI 


g673433 


BLAST score 


288 


E value 


4.0e-26 



complete 



42591 



.Match length 

V identity 

NCBI Description 



82 
68 

(X56953) protein synthesis initiation factor 4A [Mus 
rausculus] 



Seq. No. 


301942 


Seq. ID 


cyk700050349. fl 


Method 


BLASTN 


NCBI GI 


g4206307 


BLAST score 


57 


E value 


1.0e-23 


Match length 


154 


% identity 


86 


NCBI Description 


Zea mays retrotransposon Cinful-2 


Seq. No. 


301943 


Seq. ID 


cyk700050391. fl 


Method 


BLASTN 


NCBI GI 


g499013 


BLAST score 


82 


E value 


1.0e-38 


Match length 


114 


% identity 


93 


NCBI Description 


T.aestivum (Capitole) mitochondrial orf240 


Seq. No. 


301944 


Seq, ID 


cyk700050395.fl 


Method 


BLASTX 


NCBI GI 


gl335862 


BLAST score 


154 


E value 


1.0e-10 


Match length 


51 


% identity 


65 


NCBI Description 


(U42608) clathrin heavy chain [Glycine max 


Seq. No. 


301945 


Seq. ID 


cyk700050474.fl 


Method 


BLASTX 


NCBI GI 


g3482915 


BLAST score 


315 


E value 


2.0e-29 


Match length 


77 


% identity 


71 


NCBI Description 


(AC003970) Similar to 12-oxophytodienoate : 




gi 2765083 and old- yellow-enzyme homolog, 




[Arabidopsis thaliana] 


Seq. No. 


301946 


Seq. ID 


cyk700050518.fl 


Method 


BLASTX 


NCBI GI 


g266578 


BLAST score 


244 


E value 


2.0e-22 


Match length 


55 


% identity 


98 



NCBI Description 



METALLOTHIONE IN-LIKE PROTEIN 1 
metallothionein-like protein - 



>gi_100898_pir S17560 

maize >gi_236730_bbs_57629 



42592 



(S57628) metallothionein homologue [Zea mays, Peptide, 7 6 
aa] [Zea mays] >gi_559536_emb_CAA57676_ (X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 



Seq. No. 


301947 


Seq. ID 


cyk700050539.fl 


Method 


BLASTX 


NCBI GI 


g3128218 


BLAST score 


302 


E value 


1.0e-27 


Match length 


64 


% identity 


91 


NCBI Description 


(AC004077) putative endl3 


Seq. No. 


301948 


Seq. ID 


cyk700050604.fl 


Method 


BLASTX 


NCBI GI 


g629688 


BLAST score 


353 


E value 


1.0e-33 


Match length 


100 


% identity 


68 


NCBI Description 


dehydroquinase shikimate < 




>gi_535771 (L32794) dehyd: 




dphvrirocrpna^p TNi r*ot i ana ■ 


Seq. No. 


301949 


Seq. ID 


cyk700050630.fl 


Method 


BLASTX 


NCBI GI 


g4467359 


BLAST score 


361 


E value 


9.0e-35 


Match length 


87 


% identity 


76 


NCBI Description 


(AJ002685) Phosphatidylim 




thaliana] 


Seq. No. 


301950 


Seq. ID 


cyk700050635.fl 


Method 


BLASTX 


NCBI GI 


g66009 


BLAST score 


216 


E value 


3.0e-26 


Match length 


73 


% identity 


88 



[Arabidopsis thaliana] 



[Arabidopsis 



NCBI Description 



glyceraldehyde-3-phosphate dehydrogenase 
cytosolic - maize >gi_22238_emb_CAA30151 
(AA 1-337) [Zea mays] 



(EC 1.2.1.12) C, 

(X07156) GADPH 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



301951 

cyk700050649.fl 

BLASTX 

g4539676 

217 

9.0e-18 



42593 



Match length 

% identity 

NCBI Description 



101 
53 

(AF061282) patatin-like protein [Sorghum bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301952 

cyk700050660.fl 

BLASTX 

g586324 

397 

7.0e-39 

101 

67 

TRANSCRIPTION INITIATION FACTOR TFIID 90 KD SUBUNIT 

(TAFII-90) >gi_419854_pir S34023 TATA box-binding 

protein-associated factor chain TAFII90 - yeast 
(Saccharomyces cerevisiae) >gi_311674_emb_CAA79685_ 
(Z21487) unknown [Saccharomyces cerevisiae] 
>gi_536569_emb_CAA85160_ (Z36067) ORF YBR198c 

[Saccharomyces cerevisiae] >gi_1091232_prf 2020425A TATA 

box-binding protein-associated factor [Saccharomyces 
cerevisiae] 



Seq. No. 


301953 


Seq. ID 


cyk700050733.fl 


jxiernoa 




NCBI GI 


g2226329 


BLAST score 


274 


E value 


2.0e-24 


Match length 


71 


% identity 


72 


NCBI Description 


(AF001634) physical impedance induced protein [Zea 


Seq. No. 


301954 


Seq. ID 


cyk700050743.fl 


Method 


BLASTX 


NCBI GI 


g3868853 


BLAST score 


186 


E value 


5.0e-14 


Match length 


47 


% identity 


68 


NCBI Description 


(AB013853) GPI-anchored protein [Vigna radiata] 


Seq. No. 


301955 


Seq. ID 


cyk700050750.fl 


Method 


BLASTN 


NCBI GI 


g!185553 


BLAST score 


188 


E value 


1.0e-101 


Match length 


287 


% identity 


99 


NCBI Description 


Zea mays glyceraldehyde-3-phosphate dehydrogenase 




gene, complete cds 


Seq. No. 


301956 


Seq. ID 


cyk700050754.fl 


Method 


BLASTX 


NCBI GI 


gl667389 



(gpc2) 



42594 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



403 

1.0e-39 

94 

87 

(Y09238) 3-hydroxy-3-methylglutaryl coenzyme A reductase 
[Zea mays] 

301957 

cyk700050762.fl 

BLASTX 

gl277236 

228 

3.0e-19 

56 

75 

(U52430) Secl3p [Pichia pastoris] 



301958 

cyk700050787.fl 

BLASTX 

g3885968 

307 

2.0e-28 

72 

83 

(AF100985) phosphopyruvate hydratase 



[Penaeus monodon] 



301959 

cyk700050801.fl 

BLASTX 

g2129552 

256 

2.0e-22 

76 

64 

calcium-dependent protein kinase 19 
(fragment) 



- Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



301960 

cyk700050833.fl 

BLASTX 

g417578 

287 

4.0e-26 

57 

91 

RAS-RELATED PROTEIN RAC1 >gi_345368_pir A45324 ras-related 

GTP-binding protein - Caenorhabditis elegans 
>gi__6829_emb_CAA48506_ (X68492) small ras-related protein 
[Caenorhabditis elegans] >gi_156424 (L03711) racl protein 
[Caenorhabditis elegans] >gi_156426 (L04287) racl protein 
[Caenorhabditis elegans] 

301961 

cyk700050885.fl 

BLASTN 

g4115614 



42595 



BLAST score * 
E value 
Match length 
% identity 
NCBI Description 



61 

8*0e-26 

250 

86 

Zea mays mRNA for root cap-specific glycine-rich protein, 
complete cds 



Sea No 




Seq* ID 


cvk700050896. f 1 


Me^thnH 

ii^ L> 1 J. V_J V_A 




NCBI GI 


a3?944 66 


BLAST score 


106 


E value 


8.0e-53 


Match length 


210 


% identity 


89 


NCBI Description 


t-i^a lllcl y o i ^ opiivy -L li^vJ1UL4.l.gi.oc? 


Qpn Nn 


301 


Sea. ID 


cvk700050923 £1 




Oi-irlo 1 A 


KfPDT r<T 


y j. /uoyoo 


DljrlO 1 o - vj i. C 


rt ^. 


F. V3 1 






90 




y X 


NCBI Description 


(U58283) cellulose synthase 


O c CJ . IN O . 


ou J.y d4 




r*\/lr 7000ROQP Q £1 


rictilUU 




NfRT fiT 


rrl 79^440 


£5±jri,o i score 


1 QQ 

j-0 y 


E value 


4 . ue— ± y 


"t~ r'h 1 onrrhVi 


O -7 


% ident i fv 


54 


NCBI Descrintion 


HYPOTHF.TTrAT. 3S Q KD PROTFTN 




>ai 1204230 pmh r , AAQ3 c i7Q 




[Schizosaccharomyces pombe] 


o c • IN \J • 


± y do 


Sea TO 


nvk^OOORI 004 £1 




TDT 7\ QfPV 
OliR.O J. A 


MfRT SIT 




jDXjrio i score 


94 Q 
Z4i y 


E value 


i . ue— ^ i 


Match length 


94 


% identity 


49 


NCBI Description 


(U33265) complement fixation 




>gi_1256769 (U51271) complenu 




[Coccidioides immitis] 


Seq. No. 


301966 


Seq. ID 


cyk700051023.fl 


Method 


BLASTX 


NCBI GI 


gll70092 


BLAST score 


327 


E value 


9.0e-31 



1 mRNA, complete cds 



42596 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



75 
88 

GLUTATHIONE S-TRANSFERASE IV (GST-IV) (GST-27) (CLASS PHI) 

>gi_1076807_pir S52037 glutathione transferase (EC 

2.5.1.18) 27K chain - maize >gi_529015 (U12679) glutathione 
S-transferase IV [Zea mays] >gi_695789_emb_CAA56047_ 
(X79515) glutathione transferase [Zea mays] 

>gi_l 09486 6_pr f 2 1 0 64 2 4 A glut at hi one 

S-transferase :ISOTYPE=IV [Zea mays] 

301967 

cyk700051056.fl 

BLASTX 

g3695403 

188 

2.0e-14 

51 

82 

(AF096373) contains similarity to the pfkB family of 
carbohydrate kinases (Pfam: PF00294, E=1.6e-75) 
[Arabidopsis thaliana] >gi_4538955_emb_CAB3977 9 . 1_ 
(AL04 9488) f ructokinase-like protein [Arabidopsis thaliana] 

301968 

cyk700051060.fl 

BLASTX 

g4006920 

223 

2.0e-18 

62 

69 

(Z99708) actin interacting protein [Arabidopsis thaliana] 
301969 

cyk700051071.fl 

BLASTX 

g4204259 

167 

6.0e-12 

90 

39 

(AC005223) 18074 [Arabidopsis thaliana] 
301970 

cyk700051096.fl 

BLASTX 

gl621465 

354 

8.0e-34 

70 

87 

(U73105) laccase [Liriodendron tulipifera] 
301971 

cyk700051130.fl 

BLASTX 

g!172836 



42597 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



301 

1.0e-27 

65 
86 

GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_4 96272 (L16787) 
small ras-related protein [Nicotiana tabacum] 





301972 


C 0 rr T Pi 

oeq. lu 


r>\T]clC\CiCi 1 S R -F1 




Oijrio 1 A 


XTPDT r*T 


CQQA1 9 

g^oooU 1Z 


Diinoi score 




sh Va.XU.ti 




IVIa +* O Vl 1 OTl rT+~ V) 


i m 

J- U -L 


% identity 


46 


NCBI Description 


(AF085717) putative callose ; 




[Gossypium hirsutism] 


oeq. wo. 


ouiy to 


beq. lu 


cyjc /UUUOlZUo.Xl 


Method 


hS-LAb 1A 


NCBI GI 


goz9zozo 


DLiiioi score 


•377 


E value 


z . ue jo 






% identity 


72 


NCBI Description 


(AL031018) hypothetical prot< 


Seq. No. 


301974 


Seq. ID 


cyk700051224.fl 


Method 


BLASTX 


NCBI GI 


gl346485 


BLAST score 


253 


E value 


5.0e-22 


Match length 


55 


% identity 


89 


NCBI Description 


MALATE OXIDOREDUCTASE (MALIC 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



ZYME) (ME) (NADP-DEPENDENT 
MALIC ENZYME) (NADP-ME) >gi_20469_emb_CAA39690_ (X56233) 
malic enzyme [Populus balsamifera subsp. trichocarpa] 

301975 

cyk700051225.fl 

BLASTX 

g2252830 

383 

3.0e-37 

101 

81 

(AF013293) weak similarity to receptor protein kinase 
[Arabidopsis thaliana] 

301976 

cyk700051236.fl 

BLASTX 

g2344899 

194 

3.0e-18 



42598 



o 



Match length 

% identity 

NCBI Description 



95 
52 

(AC002388) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301977 

cyk700051237.fl 

BLASTX 

g4406766 

226 

5.0e-19 

82 
49 

(AC006836) putative flavonol sulfotransf erase [Arabidopsis 
thaliana] 



Seq. No. 


301978 


Seq. ID 


cyk700051250 . fl 


Method 


BLAbTX 


NCBI GI 


g3258570 


BLAST score 


159 


E value 


4.0e-ll 


Match length 


38 


% identity 


68 


NCBI Description 


(U89959) Unknown protein 


Seq. No. 


301979 


Seq, ID 


cyk700051256.fl 


Method 


BLASTN 


NCBI GI 


g22312 


BLAST score 


179 


E value 


3.0e-96 


Match length 


206 


% identity 


98 


wtbi usscription 


Maize ABA- inducible gene 




abscisic acid) 


Seq. No. 


301980 


Seq. ID 


cyk700051271.fl 


Method 


BLASTX 


NCBI GI 


g3293031 


BLAST score 


377 


E value 


1.0e-36 


Match length 


89 


% identity 


72 


NCBI Description 


(AJ007574) amino acid ca2 


Seq. No. 


301981 


Seq. ID 


cyk700051295.fl 


Method 


BLASTX 


NCBI GI 


gl888357 


BLAST score 


219 


E value 


4.0e-18 


Match length 


68 


% identity 


59 



NCBI Description 



(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 



42599 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



301982 

cyk700051321.fl 

BLASTX 

g3445397 

179 

1.0e-13 

67 

42 

(AJ010166) S-domain receptor-like protein kinase [Zea mays] 
301983 

cyk700051334.fl 

BLASTX 

gl22772 

149 

6.0e-10 

44 

59 

TRANSCRIPTION FACTOR HBP-1B >gi_100809_pir S15347 

transcription factor HBP-lb - wheat >gi_21635__emb_CAA40102_ 
(X56782) HBP-lb [Triticum aestivum] 

301984 

cyk700051341.fl 

BLASTX 

g2501024 

196 

2.0e-15 

42 

81 

PROBABLE LYSYL-TRNA SYNTHETASE (LYSINE— TRNA LIGASE) 
(LYSRS) >gi__1086773 (U41105) coded for by C. elegans cDNA 
ykl24dll.3; coded for by C. elegans cDNA yk48a4.3; coded 
for by C. elegans cDNA ykl24dll.5; coded for by C. elegans 
cDNA cm7h5; coded for by C. elegans cDNA cm7al0; similar 
to class II aminoacyl-tRNA sy 

301985 

cyk700051379.fl 

BLASTX 

g3859548 

225 

1.0e-18 

49 

84 

(AF097182) protein phosphatase 2A catalytic subunit [Oryza 
sativa] 

301986 

cyk700051414.fl 

BLASTX 

g3335359 

227 

5.0e-19 

61 

66 



42600 



o 





\rl^UUJUZ.O / U.11 j\.llCWll C*J- CCJ.ll 


oeq* JNO . 


JU li? 0 / 


C orr TP) 

CctJ. 1JJ 






J3i_lrt.O J. -A. 


NCBI GI 


g3451075 


BLAST score 


208 


Cj value 


/ . ue i / 


J\jT a +* /i V\ 1 ar^i Vi 

i v ic±t-Cfi xengtn 


0 D 


^ idennry 


a n 


i\i^D_L Ucb _l_pu 1 UIl 


f HT n*5T "3 0 £ ^ rMi-hat-i tta r\ynf an ri 

^i^ijU ji-j^ o j puLacive proicin 


Corf ~K1 /^x 

oeq. iNO . 


jUiyoo 






Mot" hi r\H 


OJ_iriO X A. 




y f± jo i jO l 


BLAST score 


239 


E value 


1.0e-20 


Match length. 


TO 
/ O 




R£ 
D D 


NCBI Description 


(/irUoDZ/y; nyporneticai ber- 




cnanana j 


oeq. JNO. 






cyjc / uuujIjid, ii 




oJjriD 1 A 


NCBI GI 


Q461532 


BLAST score 


346 


E value 


4.0e-35 


Match length 


80 


% identity 


89 


NCBI Description 


ADP-RIBOSYLATION FACTOR >gi 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62500_pir D49993 

ADP-ribosylation factor - Ajellomyces capsulata >gi_407693 
(L25117) ADP-ribosylation factor [Histoplasma capsulatum] 

301990 

cyk700051517.fl 

BLASTX 

g4371280 

383 

3.0e-37 

101 

76 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
301991 

cyk700051610.fl 

BLASTX 

g2582381 

318 

1.0e-29 

87„ 
72 

(AF021220) cation-chloride co-transporter [Nicotiana 
tabacum] 



Seq. No. 



301992 



42601 



oeq. iu 


Cy K /UUUD1D4U . Ii 


i v Jcunou 


DJ_irio 1 IN 


NCBI GI 


gl69818 


BLAST score 


98 


E value 


o . Ue-4o 


Match length. 




% identity 


93 


jnudi uescripcion 


Rice 25S ribosomal RNA gene 


Seq. No, 


oni ft no 

3U199o 


beq. iu 


cyK/uuuoiooo . n 


netnou 


RT HQ TV 




y / Ovri oi 


BLAST score 


216 


E value 


1.0e-17 


Match length 


56 


% identity 


68 


NCBI Description 


4 OS RIB0S0MAL PROTEIN YS29A 



ribosomal protein S29.e.A f cytosolic - yeast (Saccharomyces 
cerevisiae) >gi_287628_dbj_BAA03507_ (D14676) ribosomal 
protein YS29 [Saccharomyces cerevisiae] >gi_625108 (U19729) 
Ylr388wp [Saccharomyces cerevisiae] 





Seq. No. 


301994 




Seq. ID 


cyk700051718.fl 




Method 


BLASTX 




NCBI GI 


g3876501 




BLAST score 


178 




E value 


3.0e-13 




Match length 


75 




% identity 


39 




NCBI Description 


(Z92784) F31C3.5 [Caenorhabdit: 




Seq. No. 


301995 




Seq. ID 


cyk700051732.fl 




Method 


BLASTX 




NCBI GI 


g3334140 




BLAST score 


315 




E value 


7.0e-30 




Match length 


92 




% identity 


74 




NCBI Description 


CENTROMERE /MICROTUBULE BINDING 






(CENTROMERE-BINDING FACTOR 5) 






>gi_2737888 (U59148) nucleolar 






nidulans ] 




Seq. No. 


301996 




Seq. ID 


cyk700051764.fl 




Method 


BLASTX 




NCBI GI 


gl237250 




BLAST score 


141 




E value 


3.0e-09 




Match length 


36 




% identity 


64 



(NUCLEOLAR PROTEIN CBF5) 
protein AnCbfSp [Eraericella 



NCBI Description (X96784) cytochrome P450 [Nicotiana tabacum] 



Seq. No. 



301997 



42602 



oeq. lu 


r*<<7L>-7finfiR1 7£Q -F1 
Cy K / UUUOJL / 0 O . XX 


ixie unovj. 


RT HQ TV 


NCBI GI 


g4101564 


BLAST score 


179 


E value 


<c . Ue— 1j 




77 


% identity 


c; o 
jZ 


NCBI Description 


(iir uu^ooo j lrA-Dinaing protein 


beq. No. 


July yo 


oeq* -LJJ 


cyK /uuuoioU4 . ri 


l v lo UilOtl 


OJ_jH.O 1 A 










E value 


7.0e-15 


Match length 


63 


% identity 


60 


NCBI Description 


(AC004684) putative zinc finger 




thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301999 

cyk700051808.fl 

BLASTN 

g3386564 

35 

2.0e-10 

35 

100 

Sorghum bicolor 1-aminocyclopropane-l-carboxylate oxidase 
(AC01) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302000 

cyk700051834.fl 

BLASTX 

g3559805 

295 

5.0e-27 

69 

70 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302001 

cyk700051842.fl 

BLASTX 

gl402902 

206 

1.0e-16 

85 

46 

(X98323) peroxidase [Arabidopsis thaliana] 
>gi_1419386_emb_CAA67428_ (X98 928) peroxidase ATPlOa 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



302002 

cyk700051849.fl 
BLASTX 



42603 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2980793 
280 

3.0e-25 

97 

57 

(AL022197) 



putative protein [Arabidopsis thaliana] 



302003 

cyk700051863.fl 

BLASTN 

g3746898 

38 

4.0e-12 

62 
90 

Neurospora crassa clock-controlled gene-6 protein (ccg-6) 
gene, complete cds 

302004 

cyk700051872.fl 

BLASTX 

g3451071 

383 

3.0e-37 

96 

78 

(AL031326) beta adaptin - like protein [Arabidopsis 
thaliana] 

302005 

cyk700051885.fl 

BLASTX 

g3420801 

324 

2.0e-30 

90 

66 

(AF081066) IAA-amino acid hydrolase homolog ILL3 
[Arabidopsis thaliana] 

302006 

cyk700051887.fl 

BLASTX 

g2979544 

181 

6.0e-24 

82 

68 

(AC003680) putative cytochrome P-450 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



302007 

cyk700051888.fl 

BLASTN 

g473602 

77 

2.0e-35 
173 



42604 



% identity 86 

NCBI Description Zea mays W-22 histone H2A mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



302008 

cyk700051902.fl 

BLASTX 

g3355480 

154 

2.0e-10 

88 

35 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 

302009 

cyk700051916.fl 

BLASTX 

g730464 

196 

3.0e-15 

55 

69 

40S RIBOSOMAL PROTEIN RS16 HOMOLOG (RP61R HOMOLOG) 

>gi_2119075_pir S67619 ribosomal protein S16.e.B - yeast 

(Saccharomyces cerevisiae) >gi_606441_emb_CAA87357_ 
(Z47071) putative ribosomal protein [Saccharomyces 
cerevisiae] >gi_1431106_emb_CAA9864 9_ (Z74131) ORF YDL083c 
[Saccharomyces cerevisiae] 

302010 

cyk700051948.fl 

BLASTN 

gl617324 

37 

6.0e-12 

69 

88 

H.vulgare mRNA for myb4 transcription factor 
302011 

cyk700051969.fl 

BLASTX 

gll9136 

485 

3.0e-49 

99 

92 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_84946_pir S01193 translation elongation factor eEF-1 

alpha chain {gene F2) - fruit fly (Drosophila melanogaster) 
>gi_7917__emb_CAA29994_ (X06870) EF-l-alpha [Drosophila 
melanogaster] 

302012 

cyk700051980.fl 

BLASTX 

g4510361 



42605 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



245 

3.0e-21 

77 

65 

(AC007017) 
thaliana] 



putative DNA-binding protein RAV2 [Arabidopsis 



302013 

cyk700052047.fl 

BLASTX 

g4388728 

153 

3.0e-10 

59 
58 

(AC006413) putative grrl-like protein [Arabidopsis 
thaliana] 



302014 

cyk700052061.fl 

BLASTX 

gl617398 

163 

2.0e-ll 

84 
40 

(X96737) synaptobrevin-like protein 



[Mus musculus] 



302015 

cyk700052119.fl 

BLASTN 

g726477 

46 

7.0e-17 

74 

91 

Avena fatua nondormancy-associated clone A FN 3 putative ORF1 
inRNA, partial cds 

302016 

cyk700052143.fl 

BLASTX 

g2129754 

161 

3.0e-ll 

33 
91 

translation elongation factor Tu precursor - Arabidopsis 
thaliana >gi_1149571_emb_CAA61511_ (X89227) mitochondrial 
elongation factor Tu [Arabidopsis thaliana] 

302017 

cyk700052148.fl 

BLASTX 

g4454012 

156 

1.0e-10 



42606 



Match length 

% identity 

NCBI Description 



46 
57 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 



o6q. NO. 


onom o 
jUzUIo 


oeq. lu 


cyK /uuuozioo . ii 


Method 


BLASTX 


MPT2T CT 


giuuz / y d 


BLAST score 


228 


E value 


5 . Oe-19 


Match length 


A A 

49 


% identity 


o o 


in^dx uescripcion 


(Ujjyio) CpmlO [Craterostigma plantagxneum. 


Seq. No. 


302019 


Seq. ID 


cyk700052174.fl 


Method 


BLASTX 


NCBI GI 


g543752 


BLAST score 


153 


E value 


2.0e-16 


Match length 


72 


% identity 


68 


NCBI Description 


1-AMINOCYCLOPROPANE-l-CARBOXYLATE OXIDASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ACC OXIDASE) 

(ETHYLENE- FORMING ENZYME) (EFE) >gi_281612__pir JQ1656 

ethylene- forming enzyme - Pseudomonas syringae pv. 
phaseolicola plasmid pPSPl >gi_216878_dbj_BAA02477_ 
(D13182) 'Ethylene-forming enzyme' [Pseudomonas syringae] 
>gi_4323597_gb_AAD16440_ (AF101058) ethylene-f orming enzyme 
[Pseudomonas syringae pv. phaseolicola] 

302020 

cyk700052213.fl 

BLASTX 

gl346735 

273 

3.0e-24 

73 

67 

2, 3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 

>gi_1076562_pir S49647 phosphoglycerate mutase (EC 

5.4.2.1) - castor bean >gi_474170_emb_CAA4 9995__ (X70652) 
phosphoglycerate mutase [Ricinus communis] 

302021 

cyk700052230.fl 

BLASTX 

g399334 

199 

5.0e-16 

51 

84 

CYSTATIN I PRECURSOR (CORN KERNEL CYSTEINE PROTEINASE 

INHIBITOR) >gi_322868_pir S27239 cysteine proteinase 

inhibitor - maize >gi_217 962_dbj_BAA01472_ (D10622) corn 
cystatin I [Zea'mays] 



42607 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302022 

cyk700052253.fl 

BLASTX 

g2245039 

146 

2.0e-09 

59 

42 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
302023 

cyk700052335.fl 

BLASTX 

g4104939 

206 

2.0e-16 

98 

41 

(AF042382) vetispiradiene synthase [Solanum tuberosum] 
302024 

cyk700052342.fl 

BLASTX 

g2809250 

336 

9.0e-32 

92 

67 

(AC002560) F21B7.19 [Arabidopsis thaliana] 
302025 

cyk700052364.fl 

BLASTX 

g4558828 

173 

1.0e-12 

76 ' ; 
45 

(AF076692) aureobasidin-resistance protein; Aurl homolog; 
Aurl [Aspergillus fumigatus] 

302026 

cyk700052387.fl 

BLASTN 

g6598431 

36 

7.0e-ll 

68 
88 

Arabidopsis thaliana chromosome II BAC F7F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



302027 

cyk700052459.fl 

BLASTX 

g4321762 



42608 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



258 

5.0e-24 

68 

85 

(AF061107) transcription factor MYC7E [Zea mays] 
302028 

cyk700052470.fl 

BLASTX 

gl546692 

149 

3.0e-14 

77 

57 

(X98805) peroxidase ATP19a [Arabidopsis thaliana] 
302029 

cyk700052476.fl 

BLASTX 

g2493935 

249 

2.0e-21 

92 

47 

CYTOCHROME B >gi_542522_pir S40619 ubiquinol— cy to chrome - 

reductase (EC 1.10.2.2) cytochrome b - migratory locust 
mitochondrion (SGC4) >gi_1182025_emb_CAA56537_ (X80245) 
Cytochrome B [Locusta migratoria] 

302030 

cyk700052483.fl 

BLASTX 

g2943792 

330 

5.0e-31 

98 

56 

(AB006809) PV72 [Cucurbita sp.] 
302031 

cyk700052490.fl 

BLASTX 

gl00347 

170 

3.0e-12 

47 

70 

monosaccharide transport protein MST1 - common tobacco 
>gi_19885_emb_CAA47324_ (X66856) monosaccharid transporter 
[Nicotiana tabacum] 

302032 

dhd700197930.hl 

BLASTX 

g2505874 

197 

2.0e-21 



42609 



Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4) 

68 
75 

(Y12776) putative kinase [Arabidopsis thaliana] 
302033 

dhd700197969.hl 

BLASTX 

g633110 

162 

1.0e-ll 

38 
87 

(D31843) plasma membrane H+-ATPase [Oryza sativa] 
302034 

dhd700197995.hl 

BLASTX 

g3135543 

233 

6.0e-20 

49 

90 

(AF062393) aquaporin [Oryza sativa] 
302035 

dhd700198003.hl 

BLASTX 

g2492519 

263 

1.0e-25 

63 

95 

26S PROTEASE REGULATORY SUBUNIT 7 (26S PROTEASOME SUBUNIT 
7) >gi_1395191_dbj_BAA13021_ (D86121) 26S proteasome ATPase 
subunit [Spinacia oleracea] 

302036 

dhd700198020.hl 

BLASTN 

gl498052 

156 

1.0e-82 

189 

95 

Zea mays ribosomal protein S8 mRNA, complete cds 
302037 

dhd700198040.hl 

BLASTX 

g!491931 

245 

2.0e-21 

57 

88 

(U52078) kinesin-like protein [Nicotiana tabacum] 



Seq. No. 



302038 



42610 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
. BLAST score 
■E value 
Match length 
% identity 
NCBI Description 



dhd700198046.hl 

BLASTN 

g3885891 

42 

1.0e-14 

54 
94 

Oryza sativa photosystem-1 F subunit precursor (PSI-F) 
mRNA, complete cds 

302039 

dyk700102007.hl 

BLASTX 

g4514635 

191 

1.0e-14 

47 

74 

(AB021175) root cap protein 1 [Zea mays] 
302040 

dyk700102021.hl 

BLASTX 

g3913517 

225 

1.0e-18 

51 

86 

3 f (2') , 5'-BISPH0SPHATE NUCLEOTIDASE 

(3 f (2' ) ,5-BISPHOSPHONUCLEOSIDE 3 T (2 1 ) - PHOS PHOH YDROLAS E ) 
(DPNPASE) >gi_1109672 (U33283) 3 1 (2 ' ) , 5-diphosphonucleoside 
3 , (2 I ) phosphohydrolase [Oryza sativa] 

>gi_1586671_prf 2204308A diphosphonucleoside 

phosphohydrolase [Oryza sativa] 

302041 

dyk700102055.hl 

BLASTX 

g2150000 

322 

5.0e-30 

89 

62 

(AF000939) aleurone ribonuclease [Hordeum vulgare] 
302042 

dyk700102086.hl 

BLASTX 

g4530126 

264 

3.0e-23 

96 

50 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



Seq. No. 



302043 



42611 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dyk700102137.hl 

BLASTX 

g549063 

158 

8.0e-ll 

35 

83 

TRANSLAT I ONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835__dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

302044 

dyk700102167.hl 

BLASTN 

g2668741 

136 

1.0e-70 

148 

98 

Zea mays glycine-rich RNA binding protein (GRP) mRNA, 
complete cds 

302045 

dyk700102170.hl 

BLASTX 

gl091678 

193 

8.0e-15 

80 

42 

activator-like transposable element [Pennisetum glaucum] 
302046 

dyk700102178.hl 

BLASTX 

gll2994 

319 

1.0e-29 

71 

87 

GLYCINE-RICH RNA- BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb__CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

302047 

dyk700102188.hl 

BLASTX 

g4218535 

233 

1.0e-19 

49 

90 

(AJ010829) GRAB1 protein [Triticum sp.] 



42612 



40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302048 

dyk700102210.hl 

BLASTX 

g729775 

359 

2.0e-34 

73 

86 

HEAT SHOCK FACTOR PROTEIN HSF8 (HEAT SHOCK TRANSCRIPTION 
FACTOR 8) (HSTF 8) (HEAT STRESS TRANSCRIPTION FACTOR) 

>gi_100264_pir S25481 heat shock transcription factor 8 - 

Peruvian tomato >gi_194 92_emb_CAA478 69_ (X67600) heat shock 
transcription factor 8 [Lycopersicon peruvianum] 

302049 

dyk700102227.hl 

BLASTX 

g3309066 

406 

5.0e-40 

78 

94 

(AF073488) bifunctional dihydrof olate reductase-thymidylate 
synthase [Zea mays] 



Seq. No. 


302050 




Seq. ID 


dyk700102231.hl 




Method 


BLASTX 




NCBI GI 


g3953479 




BLAST score 


414 




E value 


7.0e-41 




Match length 


98 




% identity 


81 




NCBI Description 


(AC002328) F2202.24 


[Arabidopsis thaliana] 


Seq. No. 


302051 




Seq. ID 


dyk700102233.hl 




Method 


BLASTX 




NCBI GI 


g2995321 




BLAST score 


325 




E value 


1.0e-30 




Match length 


93 




% identity 


72 




NCBI Description 


(Z68759) amino acid 


carrier [Ricinus communis] 


Seq. No. 


302052 




Seq. ID 


dyk700102243.hl 




Method 


BLASTN 




NCBI GI 


g433039 




BLAST score 


34 




E value 


1.0e-09 




Match length 


34 




% identity 


100 




NCBI Description 


Zea mays W-22 clone 


PREM-1 retroelement PREM-1, partial 




sequence 



42613 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302053 

dyk700102313.hl 

BLASTX 

gll2697 

204 

3.0e-16 

48 
79 

14 KD PROLINE-RICH PROTEIN DC2.15 PRECURSOR 

>gi_486809_pir S35714 proline-rich protein, 14K, embryonic 

- carrot >gi_18316_emb_CAA33476__ (X15436) 14 kD protein (AA 
1-137) [Daucus carota] 

302054 

dyk700102330.hl 

BLASTN 

g4115614 

192 

1.0e-104 

304 
91 

Zea mays mRNA for root cap-specific glycine-rich protein, 
complete cds - 

302055 

dyk700102332.hl 

BLASTX 

gl402910 

210 

6.0e-17 

61 

59 

(X98316) peroxidase [Arabidopsis thaliana] 

>gi_1429223_emb_CAA67550_ (X99096) peroxidase [Arabidopsis 
thaliana] 

302056 

dyk700102348.hl 

BLASTX 

g4371279 

329 

6.0e-31 

102 
61 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
302057 

dyk700102404.hl 

BLASTX 

g3334661 

222 

2.0e-18 

96 
46 

(Y10490) putative cytochrome P450 [Glycine max] 



Seq. No. 



302058 



42614 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dyk700102406.hl 

BLASTX 

gl353193 

315 

3.0e-29 

91 

62 

O-METHYLTRANSFERASE ZRP4 (OMT) >gi_542186_pir JQ2268 

O-methyltransf erase (EC 2.1.1.-) '- maize >gi_404070 
(L14063) O-methyltransferase [Zea mays] 

302059 

dyk700102415.hl 

BLASTX 

g2832661 

383 

4.0e-37 

106 

78 

(AL021710) pherophorin - like protein [Arabidopsis 
thai i ana] 

302060 

dyk700102428.hl 

BLASTX 

g4539301 

343 

2.0e-32 

99 

61 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 

302061 

dyk700102481.hl 

BLASTX 

g2914700 

251 

1.0e-21 

68 

79 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 

302062 

dyk700102511.hl 

BLASTX 

gll70937 

357 

3.0e-34 

75 

91 

S - ADENOS YLMETH I ONI NE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_45054 9_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



42615 




Seq. No. 


302063 


beq. iu 


dyk/00102549.hl 


]UT/"\ ^ 1^ a 

MetnOu 


BLASTN 






BLAST score 


96 


E value 


5.0e-47 


Match length 


1 Art 

100 


% identity 


99 


NCBI Description 


Zea mays alcohol dehydrogenase (tasselseed 2) mRNA, 




complete cds 


Seq* No. 


302064 


beq. ID 


dyk700102582.hl 


jxieunoct 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


38 


E value 


3 . Oe-12 


Matcn lengtn 


38 


% ldentxty 


100 


wool uescnprion 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


302065 


1 Seq. ID 


dyk700102621.hl 




BLASTX 


NCBI GI 


g3510249 


BLAST score 


312 


E value 


7. 0e-29 


Ma ten length 


73 


% identity 


68 


NCBI Description 


(AC005310) unknown protein [Arabidopsis thaliana] 


Seq. No. 


302066 


Seq. ID 


dyk700102668.hl 


MS LuOCl 


BLASTX 


NCBI GI 


g2673914 


BLAST score 


224 


E value 


2.0e-18 


Matcn length 


105 


% identity 


43 


NCBI Descriptxon 


(AC002561) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


302067 


Seq. ID 


dyk700102670.hl 




BLASTN 




o r c C\ ^ n 

gzDDo/39 


BLAST score 


175 


E value 


8.0e-94 


Match length 


233 


% identity 


94 


NCBI Description 


Zea mays translation initiation factor GOS2 (TIF) mRNA, 




complete cds 


Seq. No. 


302068 


Seq. ID 


dyk700102703.hl 


Method 


BLASTN 


NCBI GI 


g6598558 


BLAST score 


36 



42616 



. E value 
Match length 
% identity 
NCBI Description 



7.0e-ll 

68 

88 

Arabidopsis thaliana chromosome II BAC T28I24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


302069 


Seq. ID 


dyk700102725.hl 


Method 


BLASTX 


NCBI GI 


g3482921 


BLAST score 


219 


E value 


5.0e-18 


Match length 


80 


% identity 


00 


NCBI Description 


(AC003970) Unknown ; 


Seq. No. 


302070 


Seq. ID 


dyk700102734 .hi 


Method 


BLASTX 


NCBI GI 


g4530126 


BLAST score 


223 


E value 


1.0e-18 


Match length 


75 


% identity 


60 


NCBI Description 


(AF078082) receptor' 




[Phaseolus vulgaris 


Seq. No. 


302071 


Seq. ID 


dyk700102740.hl 


Method 


BLASTX 


NCBI GI 


g3355465 


BLAST score 


350 


E value 


2.0e-33 


Match length 


95 


% identity 


65 


NCBI Description 


(AC004218) putative 




thaliana] 


Seq. No. 


302072 


Seq. ID 


dyk700102743.hl 



putative Ser/Thr protein kinase [Arabidopsis 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl754997 

325 

2.0e-30 

80 
85 

(U48690) 



calmodulin TaCaM2-l [Triticum aestivum] 



302073 

dyk700102751.hl 

BLASTN 

g2224845 

38 

5.0e-12 

50 
94 

Zea mays mRNA for anionic peroxidase 



42617 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



302074 

dyk700102753.hl 

BLASTX 

g2129733 

231 

5.0e-21 

75 

72 

serine O-acetyltransf erase (EC 2 
Arabidopsis thaliana >gi_1184048 



3.1.30) SAT1 precursor 
(U22964) serine 



acetyltransferase [Arabidopsis thaliana] 
302075 

dyk700102796.hl 

BLASTX 

g2809246 

222 

2.0e-18 

68 

60 

(AC002560) F2401.15 [Arabidopsis thaliana] 
302076 

dyk700102802.hl 

BLASTX 

g2160167 

267 

2.0e-37 

102 

81 

(AC000132) Identical to A. thaliana Myb-like protein 
(gb_D58424). [Arabidopsis thaliana] 

302077 

dyk700102820.hl 

BLASTX 

gll81331 

223 

2.0e-18 

74 

59 

(X77569) calnexin [Zea mays] 
302078 

dyk700102828.hl 

BLASTX 

g4220514 

391 

3.0e-38 

92 
79 

(AL035356) putative protein [Arabidopsis thaliana] 
302079 

dyk700102876.hl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g4510376 
233 

1.0e-19 

81 

56 

(AC007017) 



unknown protein [Arabidopsis thaliana] 



302080 

dyk700102915.hl 

BLASTX 

g417828 

205 

2.0e-16 

69 

62 

PROTEIN TRANSLATION FACTOR SUI1 >gi_320775_pir S31245 

translation initiation factor eIF-2A - yeast (Saccharomyces 
cerevisiae) >gi_172787 (M77514) SUI1 protein [Saccharomyces 
cerevisiae] >giJL255973__emb_CAA654 99_ (X96722) ORF N0905 
[Saccharomyces cerevisiae] >gi_1302282_emb_CAA96150_ 
(Z71520) ORF YNL244c [Saccharomyces cerevisiae] 

302081 

dyk700102919.hl 

BLASTN 

g557681 

59 

1.0e-24 

63 

98 

Z.mays mRNA for ribosomal protein S28 
302082 

dyk700102931.hl 

BLASTX 

g3043415 

365 

4.0e-35 

70 
99 

(Y17053) At-hsc70-3 [Arabidopsis thaliana] 
302083 

dyk700102947.hl 

BLASTX 

g4376203 

251 

9.0e-22 

79 

59 

(U35226) putative cytochrome P-450 [Nicotiana 
plumbaginifolia] 

302084 

dyk700103083.hl 

BLASTX 

g3024500 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



310 

1.0e-28 

68 

90 

RAS-RELATED PROTEIN RAB11A >gi_1370142_emb_CAA98177 
(Z73949) RAB11A [Lotus japonicus] 

302085 

dyk700103093.hl 

BLASTX 

g4584345 

380 

8.0e-37 

102 

70 

(AC007127) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

302086 

dyk700103094.hl 

BLASTX 

g4467097 

368 

2.0e-35 

82 

89 

(AL035538) 
thaliana] 



heat shock protein 70 like protein [Arabidopsis 



03104. hi 
9 



302087 
dyk7001 
BLASTX 
g369501 
303 

8.0e-28 

89 

62 

(AF055848) subtilisin-like protease [Arabidopsis thaliana] 
302088 

dyk700103145.hl 

BLASTX 

gl22007 

160 

4.0e-ll 

34 

94 

HISTONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 

302089 

dyk700103188.hl 

BLASTX 

g3954807 

312 

7.0e-29 
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4) 



Match length 

% identity 

NCBI Description 



90 
60 

(AJ011862) flavonoid 3 V, 5' -hydroxylase [Catharanthus 
roseus] 



oeq. No. 


302090 


oeq. id 


dyk/Q0103236.nl 


Method 


BLASTX 


WCbl Val 


^•O O A £ A A O 

gz24o442 


BLAST score 


224 


E value 


1.0e-18 


ixiarcu iengtn 


93 


% identity 


A A 

44 


NCBI Description 


(U63298) farnesyltransf erase alpha 


Seq. No. 


302091 


oeq. id 


dyk/00103257 .hi 


Method 


BLASTX 




g3355308 


BLAST score 


236 


E value 


5.0e-20 


Match length 


91 


% identity 


54 


wtDi Description 


(AJ009695) wall-associated kinase 4 


Seq. No. 


302092 


Seq. ID 


dyk700103272.hl 


netnoa 


BLASTX 


NCBI GI 


g2459445 


bLiAbx score 


145 


E value 


3.0e-09 


Match length 


60 


% identity 


53 


NCBI Description 


(AC002332) putative ribonucleoprote: 




thaliana] 


Seq. No. 


302093 


Seq. ID 


dyk700103316.hl 


Method 


BLASTX 


NCBI GI 


g2213594 


BLAST score 


211 


E value 


5.0e-17 


Match length 


53 


% identity 


70 


NCBI Description 


(AC000348) T7N9.14 [Arabidopsis tha: 


Seq. No. 


302094 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dyk700103336.hl 

BLASTX 

g2384675 

236 

2.0e-20 

82 
72 

(AF012659) putative potassium transporter AtKT4p 
[Arabidopsis thaliana] 
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0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302095 

dyk700103353.hl 

BLASTN 

g498743 

55 

3.0e-22 

245 

46 

O.sativa (var. IR36) 



PIR7a and PIR7b genes 



302096 

dyk700103368.hl 

BLASTX 

g4581164 

183 

1.0e-16 

87 

55 

(AC006220) putative polyprotein [Arabidopsis thaliana] 
302097 

dyk700103394.hl 

BLASTX 

g2851508 

245 

4.0e-21 

64 

69 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597,gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 

302098 

dyk700103406.hl 

BLASTX 

g2244994 

246 

2.0e-21 

63 

76 

(Z97341) similarity to isp4 protein 
[Arabidopsis thaliana] 



fission yeast 



302099 

dyk700103414.hl 

BLASTX 

gl00907 

146 

2.0e-09 

34 

74 

pathogenesis-related protein 1 - maize 

>gi_228409_prf 1803521A pathogenesis-related protein 1 

[Zea mays] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302100 

dyk700103442.hl 

BLASTX 

g2058311 

144 

3.0e-09 

42 

62 

{XI 9566) cinnamoyl-CoA reductase [Eucalyptus gunnii] 
302101 

dyk700103478.hl 

BLASTX 

g3152559 

256 

2.0e-22 

54 

80 

(AC002986) 
F21M12 V .20, 



Similarity to A. thaliana gene product 
gb_AC000132. EST gb_Z25651 comes from this gene. 



[Arabidopsis thaliana] 



Seq. No. 


302102 V 


Seq. ID 


dyk700103532.hl 


Method 


BLASTX 


NCBI GI 


g2286153 


BLAST score ~ 


193 


E value 


3.0e-17 


Match length 


56 


% identity 


93 


NCBI Description 


(AF007581) cytoplasmic malate dehydrogenase 


Seq. No. 


302103 


Seq. ID 


dyk700103575.hl 


Method 


BLASTX 


NCBI GI 


g2501572 


BLAST score 


189 


E value 


1.0e-14 


Match length 


79 


% identity 


41 


NCBI Description 


LATE EMBRYOGENESIS ABUNDANT PROTEIN EMB8 >g: 




(L47118) EMB8 gene product [Picea glauca] 


Seq. No. 


302104 


Seq. ID 


dyk700103584.hl 


Method 


BLASTX 


NCBI GI 


gll70937 


BLAST score 


222 


E value 


2.0e-18 


Match length 


70 


% identity 


99 



NCBI Description 



S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) {ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No. 



302105 



42623 



0 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 



dyk700103589.hl 

BLASTX 

gl778145 

299 

2.0e-27 

82 

72 

(U66402) 
precursor 



phosphate/phosphoenolpyruvate translocator 
[Nicotiana tabacum] 



302106 

dyk700103632.hl 

BLASTX 

gll72836 

378 

1.0e-36 

71 

97 

GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_496272 
small ras-related protein [Nicotiana tabacum] 



(L16787) 



302107 

dyk700103715.hl 

BLASTN 

g3420038 

35 

3.0e-10 

51 
92 

Zea mays gypsy/Ty3-type retrotransposon Tekay, complete 
sequence 



302108 

dyk700103723.hl 

BLASTX 

g2827711 

490 

9.0e-50 

100 

91 

(AL021684) oxoglutarate dehydrogenase 
[Arabidopsis thaliana] 



like protein 



302109 

dyk700103724.hl 

BLASTX 

g2244749 

155 

9.0e-ll 

78 

48 

( Z 97335 ) hydroxymethyltransf erase 
302110 

dyk700103735.hl 

BLASTX 

g2827143 



[Arabidopsis thaliana] 



42624 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



250 

1.0e-21 

74 

62 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

302111 

dyk700103772.hl 

BLASTX 

gl657382 

390 

4.0e-38 

87 

85 

(Y09101) cholinephosphate cytidylyltransf erase [Pisum 
sativum] 

302112 

dyk700103776.hl 

BLASTX 

gl362406 

208 

8.0e-17 

85 

54 

probable membrane protein YPROllc - yeast (Saccharomyces 
cerevisiae) >gi_887588_emb_CAA90155_ (Z49919) unknown 
[Saccharomyces cerevisiae] >gi_939745 (U31900) Lpzllp 
[ Saccharomyces cerevis i ae ] >gi_l 31408 6_emb_CAA9 5 0 0 8_ 
(Z71255) unknown [Saccharomyces cerevisiae] 

302113 

dyk700103815.hl 

BLASTX 

g3643611 

199 

1.0e-15 

58 

60 

(AC005395) putative casein kinase [Arabidopsis thaliana] 
302114 

dyk700103851.hl 

BLASTX 

g4508073 

173 

1.0e-12 

101 
39 

(AC005882) 43220 [Arabidopsis thaliana] 
302115 

dyk700103861.hl 

BLASTX 

g3876615 

229 
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E value 
Match length 
% identity 
NCB1 Description 



0 



3.0e-19 

93 
49 

(274031) Similarity to Yeast D-lactate dehydrogenase 
(SW:DLD1_YEAST) ; cDNA EST EMBL:C12235 comes from this gene; 
cDNA EST EMBL:C12916 comes from this gene; cDNA EST 
EMBL:C10532 comes from this gene; cDNA EST EMBL:C10979 
comes f 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



302116 

dyk700103877.hl 

BLASTX 

gl706260 

362 

8.0e-35 

90 

79 

CYSTEINE PROTEINASE 1 
cysteine proteinase 1 



PRECURSOR >gi_2118131_pir S59597 

precursor - maize 



>gi_643597_dbj_BAA08244_ (D45402) cysteine proteinase [Zea 
mays ] ^ 

302117 

dyk700103896.hl 

BLASTX 

gl330254 

388 

7.0e-38 

75 

99 

(D85039) calcium-dependent protein kinase [Zea mays] 
302118 

dyk700103906.hl 

BLASTN 

g22430 

71 

8.0e-32 

134 

89 

Maize pseudo-Gpa2 pseudogene for glyceraldehyde-3-phosphate 
dehydrogenase subunit A 

302119 

dyk700103908.hl 

BLASTN 

g4160401 

157 

4.0e-83 

172 

98 

Zea mays eIF-5 gene, exons 1-2 
302120 

dyk700103946.hl 

BLASTX 

g4008008 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



149 

7.0e-10 

57 

51 

(AF084035) receptor-like protein kinase [Arabidopsis 
thaliana] 

302121 

dyk700103956.hl 

BLASTX 

g399854 

161 

4.0e-ll 

57 

63 

HISTONE H2B.2 >gi_283042_pir S2804 9 histone H2B - maize 

>gi_22325_emb_CAA40565_ (X57313) H2B histone [Zea mays] 

302122 

dyk700103983.hl 

BLASTX 

g3882355 

143 

5.0e-18 

60 

80 

(U92460) 12-oxophytodienoate reductase OPR1 [Arabidopsis 
thaliana] 

302123 

dyk700103988.hl 

BLASTX 

g4371296 

389 

7.0e-38 

100 

75 

(AC006260) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 302124 

Seq. ID dyk700103989.hl 

Method BLASTX 

NCBI GI gl279206 

BLAST score 310 

E value 1.0e-28 

Match length 64 

% identity 98 

NCBI Description (X97446) alpha-tubulin [Avena sativa] 

Seq. No. 302125 

Seq. ID dyk700103991.hl 

Method BLASTX 

NCBI GI g2160156 

BLAST score 364 

E value 5.0e-35 

Match length 104 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



4) 

71 

(AC000132) Strong similarity to S. pombe leucyl-tRNA 
synthetase (gb_Z73100) . [Arabidopsis thaliana] 

302126 

dyk700104013.hl 

BLASTX 

g4508073 

201 

6.0e-16 

97 
36 

(AC005882) 43220 [Arabidopsis thaliana] 
302127 

dyk700104071.hl 

BLASTX 

gll72836 

432 

6.0e-43 

81 

98 

GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_496272 (L16787) 
small ras-related protein [Nicotiana tabacum] 

302128 

dyk700104115.hl 

BLASTX 

g4204697 

238 

5.0e-21 

93 

55 

(AF117063) putative inositol polyphosphate 5-phosphatase 
At5P2 [Arabidopsis thaliana] 

302129 

dyk700104327.hl 

BLASTX 

gl705585 

359 

2.0e-34 

82 

85 

PHOSPHOENOLPYRUVATE CARBOXYLASE 2 (PEPCASE) 

>gi_82710_pir JH0667 phosphoenolpyruvate carboxylase (EC 

4.1.1.31) C3-form - maize >gi_42914 9_emb_CAA437 09_ (X61489) 
phosphoenolpyruvate carboxylase [Zea mays] 

302130 

dyk700104345.hl 

BLASTX 

g2738996 

198 

2.0e-17 

86 

52 
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NCBI Description (AF022457) CYP97B2p [Glycine max] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302131 

dyk700104350.hl 

BLASTX 

gl706260 

253 

4.0e-41 

100 

98 

CYSTEINE PROTEINASE 1 PRECURSOR >gi_2118131_pir S59597 

cysteine proteinase 1 precursor - maize 

>gi_643597_dbj_BAA08244_ (D45402) cysteine proteinase [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



302132 

dyk700104373.hl 

BLASTX 

gl22106 

203 

9.0e-28 

69 

85 

HISTONE H4 >gi_70771_pir HSZM4 histone H4 - maize 

>gi_81642_pir S06904 histone H4 - Arabidopsis thaliana 

>gi_2119028_j>ir S60475 histone H4 - garden pea 

>gi_21795_ernb_CAA24924_ (X00043) histone H4 [Triticum 
aestivum] >gi_166740 (M17132) histone H4 [Arabidopsis 
thaliana] >gi_l 66742 (M17133) histone H4 [Arabidopsis 
thaliana] >gi_168499 (M36659) histone H4 (H4C13) [Zea mays] 
>gi_168501 (M13370) histone H4 [Zea mays] >gi_168503 
(M13377) histone H4 [Zea mays] >gi_498898 (U10042) histone 
H4 homolog [Pisum sativum] >gi_1806285_emb_CAB01914_ 
(Z79638) histone H4 homologue [Sesbania rostrata] ~~ 
>gi_3927823 (AC005727) histone H4 [Arabidopsis thaliana] 
>gi_4580385_gb_AAD24364.1_AC007184_4 (AC007184) histone H4 

[Arabidopsis thaliana] >gi_225838_prf 1314298A histone H4 

[Arabidopsis thaliana] 

302133 

dyk700104442.hl 

BLASTX 

g2459446 

234 

8.0e-20 

89 

52 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 

302134 

dyk700104452.hl 

BLASTX 

g2894598 

220 

4.0e-18 
99 



42629 



% identity 




incdi Description 


(ALU^iocsyj putative protein [Arabidopsis thaliana] 


beq. No. 


302135 


beq. ID 


dyk700104502 . hi 


ixie unoo. 


rJLAb 1 JN 


NCBI GI 


g397395 


BLAST score 


193 


E value 


1 A 1 A >l 

i . ue-104 


i v iat.cn iengi.n 


1 Q"3 

iyo 


identity 


1 AA 

100 


wuoi Description 


Z.mays MNBlb mRNA for DNA-binding protein 


Seq. No. 


302136 


beq. id 


dyk/00104509 . hi 




DT 7\ OTV 


NCBI GI 


g3386600 


BLAST score 


453 


E value 


A A « .4 C 

I . 0e-4o 


Match length 


1 AO 

102 


$ identity 


83 


NCBI Description 


(AC004665) putative glycoprotein [Arabidopsis thaliana] 


Seq. No. 


302137 


Seq. ID 


dyk700104522 .hi 


Method 


BLASTN 


INCbl IjI 


gzzz bo2o 


BLAST score 


49 


E value 


1.0e-18 


Match length 


61 


% identity 


95 


NCBI Description 


Zea mays physical impedance induced protein (IIG1) mRNA, 




complete cds 


Seq. No. 


302138 


Seq. ID 


dyk700104649.hl 




nr 7i nrnv 

BJbAb IX 


NCBI GI 


g2924777 


BLAST score 


217 


E value 


2.0e-24 


Match length 


104 


% identity 


10 



NCBI Description (AC002334) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302139 

dyk700104657.hl 

BLASTN 

g3821780 

36 

7.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 302140 

Seq. ID dyk700104663.hl 



42630 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g584706 

354 

3.0e-37 

86 

80 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE 

>gi_2130066_pir JC5124 aspartate transaminase (EC 

2.6.1.1), cytoplasmic - rice >gi_287298_dbj_BAA03504_ 
(D14673) aspartate aminotransferase [Oryza sativa] 



A) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302141 

dyk700104711.hl 

BLASTX 

g3618220 

298 

3.0e-27 

68 

81 

(AL031579) chorismate synthase 



[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302142 

dyk700104721.hl 

BLASTN 

g312178 

60 

4.0e-25 

92 

91 

Z.mays GapC2 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302143 

dyk700104764.hl 

BLASTN 

g786131 

78 

7.0e-36 

137 

90 

Oryza sativa root-specific RCc3 mRNA, complete cds 



302144 

dyk700104785.hl 

BLASTX 

g2578033 

204 

3.0e-16 

77 

51 

(X97016) omega-6 desaturase 



[Gossypium hirsutum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



302145 

dyk700104812.hl 

BLASTX 

gl076289 

247 

6.0e-24 



42631 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 

amino acid permease AAP5 - Arabidopsis thaliana 
>gi_608673_emb_CAA54 632_ (X77501) amino acid permease 
[Arabidopsis thaliana] 

302146 

dyk700104829.hl 

BLASTX 

g4490306 

201 

7.0e-16 

102 
48 

(AL035678) putative protein [Arabidopsis thaliana] 
302147 

dyk700104836.hl 

BLASTX 

g4063750 

175 

1.0e-12 

46 

63 

(AC005851) putative indole-3-acetate 

beta-glucosyltransf erase synthetase [Arabidopsis thaliana] 
302148 

dyk700104903.hl 

BLASTX 

g2570505 

430 

1.0e-42 

95 

92 

(AF022735) proteasome component [Oryza sativa] 
302149 

dyk700104937.hl 

BLASTX 

g4468813 

145 

2.0e-09 

51 

53 

(AL035601) putative protein [Arabidopsis thaliana] 
302150 

dyk700104942.hl 

BLASTN 

gl063665 

189 

1.0e-102 

239 

95 

Zea mays unknown protein mRNA, complete cds 



42632 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302151 

dyk700104960.hl 

BLASTN 

g2331140 

33 

5.0e-09 

45 

93 

Oryza sativa water-stress inducible protein 
complete cds 



(WSI) mRNA, 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302152 

dyk700104967.hl 

BLASTX 

g4559358 

199 

1.0e-15 

50 
70 

(AC006585) putative steroid binding protein [Arabidopsis 
thaliana] 

302153 

dyk700104982.hl 

BLASTX 

g4263777 

469 

3.0e-47 

113 

73 

{AC006068 
thaliana] 



putative serine carboxypeptidase II [Arabidopsis 
>gi_4510391_gb__AAD21479.1__ (AC007017) putative 



serine carboxypeptidase II [Arabidopsis thaliana] 
302154 

dyk700105046.hl 

BLASTX 

g4558591 

230 

3.0e-19 

70 

60 

(AC006555) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302155 

dyk700105060.hl 

BLASTX 

g2062169 

188 

2.0e-22 

75 

68 

(AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 



Seq. No. 



302156 



42633 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dyk700105068.hl 

BLASTX 

g2388571 

219 

5.0e-18 

87 
54 

(AC000098) Strong similarity to Arabidopsis peroxidase 
ATPEROX7A (gb_X98321) . "[Arabidopsis thalianaj >gi_2738254 
(U97684) peroxidase precursor [Arabidopsis thaliana] 

302157 

dyk700105088.hl 

BLASTX 

g2827548 

183 

9.0e-14 

101 

40 

(AL021635) cytochrome P450 - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



302158 

dyk700105089.hl 

BLASTX 

g3810596 

234 

9.0e-20 

63 

68 

(AC005398) reverse-transcriptase-like protein [Arabidopsis 
thaliana] 

302159 

dyk700105135.hl 

BLASTX 

g2464915 

266 

1.0e-23 

87 

68 

(Z99708) transcription initiation factor like protein 
[Arabidopsis thaliana] 

302160 

dyk700105142.hl 

BLASTX 

g4519671 

178 

3.0e-13 

63 

56 

(AB017693) transf actor [Nicotiana tabacum] 
302161 

dyk700105144.hl 
BLASTX 



42634 



NCBI GI 


g3297818 


BLAST score 


196 


E value 


z . Ue-lo 


Match length 


o / 


% identity 


57 


NCBI Description 


(AL031032) putative protein [Arabidopsis thaliana 


Seq. No, 


302162 


beq. ID 


ayK /uuxuoi/z.ni 


jyjennoQ 


oLtfio I A 


NCBI GI 


g2618731 


BLAST score 


344 


E value 


y . ue- Jo 


Match length 


Q Q 

by 


% identity 


71 


NCBI Description 


(U4yu//) LAraoiaopsis thaliana] 


Seq, No. 


302163 


beq. lu 


_3 T _i _ TAA1 Ari o C 1_ "1 

dyJc / UUIUolo b . nl 


Method 


dJjAo 1A 


NCBI GI 


g3757521 


BLAST score 


200 


E value 


7 . Oe-16 


Matcn lengtn 




% identity 


52 


NCBI Description 


(AC005167) unknown protein [Arabidopsis thaliana] 


Seq. No. 


302164 


Seq. ID 


dyk7 0010524 3 .hi 


Method 


BLAbTX 


NCBI GI 


g4454026 


BLAST score 


147 


E value 


1 . Oe-09 


Match length 




% identity 


64 


Nubi Description 


(AL035394) phosphatase like protein [Arabidopsis 1 


Seq. No. 


302165 


Seq. ID 


dyk700105250 .hi 


Method 


BLAblX 


NCBI GI 


g3434986 


BLAST score 


296 


E value 


4 . 0e-27 


Match length 


82 


% identity 


63 


NCBI Description 


(AB016895) Pop3 [Schizosaccharomyces pombe] 


Seq. No. 


302166 


Seq. ID 


dyk700105273 .hi 


Method 


rSliAbiX 




-OQQO Vt CO 


OJ_iri.o 1 oC-OZTc 


9 ^ Q 


E value 


2.0e-20 


Match length 


74 


% identity 


22 


NCBI Description 


(AL022223) receptor protein kinase-like protein 




[Arabidopsis thaliana] 



42635 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302167 

dyk700105309.hl 

BLASTX 

gl710511 

321 

6.0e-30 

89 

70 

60S RIBOSOMAL PROTEIN LI (L4) 
(X82180) ribosomal protein L4 



>gi_l 16513 9__emb_CAA5 7 6 7 1_ 
[Rattus norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302168 

dyk700105327.hl 

BLASTX 

g3024018 

397 

7.0e-39 
75 

100 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_154 6919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



302169 

dyk700105423.hl 

BLASTX 

g2160692 



BLAST score 


203 


E value 


3.0e-16 


Match length 


72 


% identity 


54 


NCBI Description 


(U73527) B 1 regulatory subunit 




thaliana] 


Seq, No. 


302170 


Seq. ID 


dyk700105434.hl 


Method 


BLASTX 


NCBI GI 


g2052094 


BLAST score 


410 


E value 


2.0e-40 


Match length 


96 


% identity 


80 


NCBI Description 


(Z49147) phenylalanine ammonia- 


Seq. No. 


302171 


Seq. ID 


dyk700105453.hl 


Method 


BLASTX 


NCBI GI 


g4262148 


BLAST score 


287 


E value 


5.0e-26 


Match length 


76 


% identity 


71 


NCBI Description 


(AC005275) predicted protein o: 




[Arabidopsis thaliana] 



[Hordeum vulgare] 



42636 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302172 

dyk700105504.hl 

BLASTN 

g22292 

80 

3.0e-37 

180 

86 

Z.mays mRNA for glycine-rich protein 
302173 

dyk700105511.hl 

BLASTX 

g2129581 

325 

2.0e-30 

92 

70 

envelope Ca2+-ATPase precursor - Arabidopsis thaliana 
>gi_471089_dbj_BAA03091_ (D13984) chloroplast envelope 
Ca2+-ATPase precursor [Arabidopsis thaliana] 
>gi_4165448_emb_CAA49558_ (X69940) envelope Ca2+-ATPase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302174 

dyk700105526.hl 

BLASTX 

g3776579 

239 

2.0e-20 

96 

53 

(AC005388) Strong similarity to F22013.22 gi_3063460 myosin 
homolog from A. thaliana BAC gb_AC003981. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302175 

dyk700105605.hl 

BLASTX 

g3128172 

245 

1.0e-31 

100 

65 

(AC004521) hypothetical protein [Arabidopsis thaliana] 



302176 

dyk700105612.hl 

BLASTX 

g4371280 

197 

2.0e-15 

42 

88 

(AC006260) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 



302177 



42637 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dyk700105629.hl 

BLASTX 

g3033390 

401 

2.0e-39 

98 

64 

(AC004238) putative vacuolar sorting receptor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



302178 

dyk700105630.hl 

BLASTX 

gl206013 

174 

1.0e-27 

99 

69 

(U44087) beta-D-glucosidase precursor [Zea mays] 
302179 

dyk700105690.hl 

BLASTX 

gl707642 

266 

2.0e-23 

91 

55 

(Y07748) TMK [Oryza sativa] 
302180 

dyk700105704.hl 

BLASTX 

g82696 

145 

2.0e-15 

58 

79 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

302181 

dyk700105720.hl 

BLASTN 

g485815 

33 

4.0e-09 

69 

87 

Wheat mRNA for WZF1, complete cds 
302182 

dyk700105732.hl 

BLASTX 

g3128228 

386 

1.0e-37 



42638 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



82 
88 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi__3337376 (AC0044811 putative ribosomal protein 
L18A [Arabidopsis thaliana] 

302183 

dyk700105737.hl 

BLASTX 

g3341697 

326 

1.0e-30 

96 

65 

(AC003672) hypothetical protein [Arabidopsis thaliana] 
302184 

dyk700105802.hl 

BLASTX 

g4263791 

241 

1.0e-20 

96 

50 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 

302185 

dyk700105819.hl 

BLASTX 

g82696 

249 

6.0e-22 

60 

82 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

302186 

dyk700105829.hl 

BLASTX 

g4455301 

162 

2.0e-ll 

45 

84 

(AL035528) putative protein [Arabidopsis thaliana] 
302187 

dyk700105933.hl 

BLASTX 

g3337367 

245 

4.0e-21 

93 

51 

(AC004481) hypothetical protein [Arabidopsis thaliana] 



42639 



o 



Seq. No. 


ou21oo 


beq. ID 


ayjc / uuiuoyo / .ni 


Method 


BLASTX 


NCBI GI 


g3549626 


BLAST score 


153 


E value 




Match length 


90 


% identity 


O / 


NCBI Description 


(AJ009696) wall' 


Seq. No. 


302189 


Seq. ID 


ayjc /UUlUoy4i. nl 


Method 


DLiiio 1 A 


NCBI GI 


g66009 


BLAST score 


396 


E value 


8.0e-39 


Match length 


75 


% identity 


100 


NCBI Description 


glyceraldehyde- 



-associated kinase 1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cytosolic - maize >gi_22238__emb_CAA30151_ 
(AA 1-337) [Zea mays] 

302190 

dyk700105965.hl 

BLASTX 

gl370603 

358 

2.0e-36 

86 

93 

(X98245) annexin p35 [Zea mays] 



302191 

dyk700105968.hl 

BLASTX 

gl28185 

141 

8.0e-09 

44 

64 

NITRATE REDUCTASE (NR) 
reductase (NADH) (EC 1, 
>gi_l 899 4_emb_CAA4 0 9 7 6_ 
vulgare] 



[EC 1.2.1.12) C, 
(X07156) GADPH 



>gi_66208__pir RDBHNH nitrate 

6.6.1) - barley (cv. Himalaya) 
(X57845) nitrate reductase [Hordeum 



302192 

dyk700105982.hl 

BLASTX 

g3810596 

290 

2.0e-26 

90 

54 

(AC005398) reverse-transcriptase-like protein [Arabidopsis 
thaliana] 



42640 



o 



beq. No. 




beq. iu 


ayK /uuxuoyyo.ni 




DT 7V GTY 


NCBI GI 


gl839188 


BLAST score 


297 


E value 


yi A ^ oi 

4 . ue-.^ / 






% identity 


DO 


TvT "T T^l /*^ -v* n t"\ 4— t 

i\ldi uescnpLion 


iUtJDUOi) lOOt Uall 


beq. no. 


ouz±y4 


oeq. iu 


ayK /uujLUoyyo.nx 


Method 


nT 7\ O rpv" 




g^.y/4 /o4 


BLAST score 


274 


E value 


2.0e-24 


Match length 


y y 


^ iaeni-ity 


0 1 


NCBI Description 


(Auuuzoo4 ) similar 




[Arabidopsis thalic 


Seq. No. 


O A A 1 AC 


beq. iu 


ayK /UU1U0UJ4 .ni 




DLlc\0 1 A 


NCBI GI 


g549063 


BLAST score 


142 


E value 


4.0e-09 


Match length 


30 


% identity 


80 



3 [Arabidopsis thaliana] 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



TRANSLATIONALLY CONTROLLED TUMOR PROTEIN H0M0L0G (TCTP) 

>gi_10724 64_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

302196 

dyk700106093.hl 

BLASTX 

g4335745 

280 

4.0e-25 

100 

47 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

302197 

dyk700106139.hl 

BLASTX 

g2501555 

171 

2.0e-12 

51 

63 

POSSIBLE APOSPORY-ASSOCIATED PROTEIN C >gi_549984 (U13148) 
possible apospory-associated protein [Pennisetum ciliare] 



42641 



Seq. No. 

Seq. ID 

Method 

NCBI 61— 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302198 

dyk700106210.hl 

BLASTX 

g2959767 

212 

2.0e-20 

92 

60 

(AJ002584 
(AC005309 



At MRP 4 [Arabidopsis thaliana] >gi_3738292 
glutathione-con jugate transporter At MRP 4 



[Arabidopsis thaliana] 
302199 

dyk700106266.hl 

BLASTN 

gl550813 

161 

2.0e-85 

216 

94 

Z.mays mRNA for acidic ribosomal protein P0 



302200 

dyk700106293.hl 

BLASTN 

g4416300 

129 

2.0e-66 

141 

98 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



302201 

dyk700106340.hl 

BLASTN 

gl848280 

44 

1.0e-15 

44 

100 

Sorghum bicolor membrane intrinsic protein (Mipl) mRNA, 
partial cds 



302202 

dyk700106349.hl 

BLASTX 

g404690 

233 

1.0e-19 

102 
50 

(LI 9075) cytochrome 



P450 [Catharanthus roseus] 



Seq. No. 
Seq. ID 
Method 



302203 

dyk700106353.hl 
BLASTX 



42642 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl523800 
150 

3.0e-10 

39 

69 

(Y07694) MAP kinase kinase alpha protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302204 

dyk700106429.hl 

BLASTX 

gl747310 

140 

5.0e-09 

25 
100 

(D58424) Myb-like DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 302205 

Seq. ID dyk700106434.hl 

Method BLASTX 

NCBI GI g3056725 

BLAST score 185 

E value 3.0e-14 

Match length 68 

% identity 51 

NCBI Description (AF034774) ent-kaurene synthase [Arabidopsis thaliana] 

Seq. No. 302206 

Seq. ID dyk700106468.hl 

Method BLASTX 

NCBI GI g3292829 

BLAST score 145 

E value 4.0e-14 

Match length 93 

% identity 47 

NCBI Description (AL031018) putative protein [Arabidopsis thaliana] 

Seq. No. 302207 

Seq. ID dyk700106518.hl 

Method BLASTX 

NCBI GI g2665890 

BLAST score 309 

E value 2.0e-32 

Match length 97 

% identity 73 

NCBI Description (AF035944) calcium-dependent protein kinase [Fragaria x 
ananassa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



302208 

dyk700106532.hl 

BLASTN 

g559535 

69 

1.0e-30 

178 



42643 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



91 

Z.mays mRNA for metallothionein 
302209 

dyk700106538.hl 

BLASTN 

g3821780 

36 

7.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
302210 

dyk700106570.hl 

BLASTN 

g433871 

38 

4.0e-12 

90 
86 

C.roseus mRNA for HMG protein 
302211 

dyk700106587.hl 

BLASTX 

g4263048 

185 

5.0e-14 

46 

72 

(AC005142) putative hydrolase [Arabidopsis thaliana] 



302212 

dyk700106627.hl 

BLASTN 

g2062705 

36 

6.0e-ll 

36 

100 

Human butyrophilin 



(BTF5) mRNA, complete cds 



302213 

dyk700106660.hl 

BLASTX 

gl352186 

251 

2.0e-27 

87 

69 

ALLENE OXIDE SYNTHASE PRECURSOR 
(CYTOCHROME P450 74) >gi_404866 
synthase [Linum usitatissimum] 

302214 

dyk700106670.hl 



(HYDROPEROXIDE DEHYDRASE) 
(U00428) allene oxide 



42644 
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NCBI GI 


g3193296 


BLAST score 


142 


E value 


0 . ue—uy 


Matcn length 


01 


% identity 


49 


NCBI Description 


(AF069298) similar to pectinesterase [Arabidopsis thaliana. 


Seq. No, 




beg, id 


A^rVl HOI fl C7 1 H hi 

ay jc / uuiUD / iu . ni 


LyieTinoa 


DltHo 1 A 






BLAST score 


215 


E value 


5.0e-20 


Matcn lengtn 




% identity 


7 Q 

/ y 


NCBI Description 


(AC002330) predicted NADH dehydrogenase 24 ku suoiinxt 




[Arabidopsis thaliana] 


Seq. No. 




beg. iu 


Hi7>7flfl1 HC7*31 hi 

ayK /uuiuD /^x. ni 




JDJ_LriO 1 A 


NCBI GI 


g3255943 


BLAST score 


153 


E value 


0 . Ue-lu 


Match length 


9 Q 
ZO 


% identity 


A y~ 

9o 


NCBI Description 


(Ajuu/Joo; FrzAi protein [uarnarantnus roseusj 


Seg. No. 


302219 


Seg. ID 


dyk700106733.hl 


Method 


BLASTN 


NCBI GI 


gll29083 


BLAST score 


93 


E value 


6.0e-45 



42645 



Match length 152 
% identity 91 

NCBI Description Wheat mRNA for protein H2A, complete cds, clone wcH2A-2 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302220 

dyk700106842.hl 

BLASTX 

g4115388 

263 

3.0e-23 

82 

63 

(AC005967) putative prolylcarboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 


302221 


Seq. ID 


dyk700106850.hl 


Method 


BLASTX 


NCBI GI 


gll61167 


BLAST score 


181 


E value 


1.0e-13 


Match length 


88 


% identity 


34 


NCBI Description 


(L42466) ethylene-forniing enzyme [] 


Seq. No. 


302222 


Seq. ID 


dyk700106862.hl 


Method 


BLASTX 


NCBI GI 


g3860277 


BLAST score 


256 


E value 


2.0e-22 


Match length 


73 


% identity 


63 


NCBI Description 


(AC005824) putative ribosomal proti 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

302223 

dyk700106901.hl 

BLASTN 

g577818 

98 

3.0e-48 

121 

98 

Z.mays gene for H2B histone (gH2B4) 
302224 

dyk700106911.hl 

BLASTX 

g347855 

156 

1.0e-10 

78 
41 

(L21753) glucose transporter [Saccharum hybrid cultivar 
H65-7052] 



42646 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302225 

dyk700106927.hl 

BLASTX 

g3176687 

392 

3.0e-38 

99 

73 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb_Z97344. ESTs gb_H37594, gb_R65023, gb_H37578 and 
gb_R64855 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302226 

dyk700106945.hl 

BLASTX 

g3176673 

229 

3.0e-19 

86 
51 

(AC003671) Similar to serine/threonine kinase gb_Y12531 
from Brassica oleracea. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302227 

dyk700106946.hl 

BLASTX 

g4056615 

161 

3.0e-ll 

60 

62 

(AF067401) Sell protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302228 

dyk700106955.hl 

BLASTX 

g4056506 

319 

1.0e-29 

100 

61 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302229 

fC-zmfl700337353a5 

BLASTN 

g56539 

87 

3.0e-41 

301 
94 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



42647 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302230 

fC-zmfl700342888gl 

BLASTX 

g4098521 

324 

2.0e-30 

76 

76 

(U79160) HMG-CoA synthase [Arabidopsis thaliana] 
>gi_4098523 (U79161) HMG-CoA synthase [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302231 

fC-zmfl700344603gl 

BLASTX 

g267196 

621 

9.0e-65 

168 
74 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 

>gi_66574_pir YUPOY ADPglucose — starch glucosyltransf erase 

(EC 2.4.1.21) precursor - potato >gi_21471_emb_CAA41359_ 
(X58453) glycogen (starch) synthase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302232 

fC-zmfl700345831gl 

BLASTX 

g2879792 

172 

4.0e-12 

78 

44 

(AL021813) SPAC23A1.04c, possible glycosyl hydrolase, 
len:756aa, similar eg. to C. elegans Q18679, (586aa) , fasta 
scores, opt:566, E():0, (48.0% identity in 452 aa overlap), 
also similar to YHR204W, YH04 YEAST, P38888, hypothet 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



302233 

fC-zmfl700345831zl 

BLASTX 

g!504008 

178 

5.0e-28 

166 

45 

(D86967) Containing ATP/GTP-binding site motif A(P-loop) : 
Similar to C. elegans protein (PI :CEC47E128 ); Similar to Mouse 
alpha-mannosidase (P1:B54407) [Homo sapiens] 

302234 

fC-zmfl700348376y2 

BLASTN 

g304040 

169 

2.0e-90 
185 



42648 



% identity 98 

NCBI Description Alnus incana chloroplast 23S ribosomal RNA 



(23S rRNA) gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302235 

fC-zmfl700349776gl 

BLASTX 

g3021270 

424 

8.0e-42 

141 

57 

(AL022347) serine/threonine kinase 
[Arabidopsis thaliana] 



-like protein 



302236 

fC-zmfl700350656f5 

BLASTX 

g2104675 

337 

9.0e-32 

100 

67 

(X97903) transcription factor [Vicia faba] 
302237 

fC-zmfl700350656f6 

BLASTX 

g4587989 

211 

5.0e-17 

110 
43 

(AF085279) hypothetical Cys-3-His zinc finger protein 
[Arabidopsis thaliana] 

302238 

fC-zmfl700350815d4 

BLASTX 

g542395 

190 

2.0e-14 

50 
80 

ubiquitin - basidiomycete (Phanerochaete chrysosporium) 
(fragment) >gi_467696_emb_CAA83244_ (Z31373) ubiquitin 
[Phanerochaete chrysosporium] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302239 

fC-zmfl700352166bl 

BLASTX 

g4510395 

207 

2.0e-16 

76 

51 

(AC006587) putative beta-galactosidase precursor 
[Arabidopsis thaliana] 



42649 
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Method 


BLASTX 


NCBI GI 


g4210330 


BLAST score 


658 


E value 


4.0e-69 


Match length 


158 


% identity 


78 



[Arabidopsis thaliana] 



[Arabidopsis 



NCBI Description 



(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302243 

fC-zmfl700464505bl 

BLASTX 

g3033400 

371 

2.0e-35 

83 

80 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



302244 

fC-zmfl700465148f2 

BLASTN 

g2832689 

162 

5.0e-8 6 

285 
100 

Arabidopsis thaliana 
(ESSAII project) 

302245 

fC-zmf!700465406bl 



DNA chromosome 4, BAC clone T9A21 



42650 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl707642 

215 

3.0e-17 

84 

54 

(Y07748) TMK [Oryza sativa] 
302246 ' 

fC-zmfl700466204d4 

BLASTX 

gl710124 

256 

3.0e-22 

74 

72 

(U62279) leucine-rich repeat-containing extracellular 
glycoprotein; contains six N-glycosylation sites [NX(S/T)3 
[Sorghum bicolor] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302247 

f C-zmf 17004 67207bl 

BLASTX 

g3256035 

187 

6.0e-14 

52 
62 

(Y14274) 
bicolor] 



putative serine/threonine protein kinase [Sorghum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



302248 

f C-zmf 17004 67236b! 

BLASTX 

g3249072 

185 

1.0e-13 

66 

53 

(AC004473) Contains similarity to hypothetical 43.1 KD 
protein in NDK-GCPE intergenic region gb_493519 from E. 
coli sequence gb_U02965. [Arabidopsis thaliana] 

302249 

fC-zmfl700467533bl 

BLASTX 

g3337361 

387 

3.0e-37 

105 

64 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
302250 

fC-zmfl700467714bl 

BLASTX 

g!223926 



42651 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



311 

2.0e-28 

64 

92 

(U4 9741) Vigna radiata carboxypeptidase II mRNA, partial 
cds [Vigna radiata] 

302251 

fC-zmfl700467776bl 

BLASTX 

g3024362 

436 

3.0e-43 

88 

91 

PHENYLALANINE AMMONIA- LYASE G2B >gi_2118317_pir S60042 

phenylalanine ammonia -lyase (EC 4.3.1.5) 2b - Japanese 
aspen x large-toothed aspen >gi_1109641_dbj_BAA07860__ 
(D43802) phenylalanine ammonia-lyase [Populus 
kitakamiensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302252 

fC-zmfl700467803bl 

BLASTX 

gl403522 

461 

5.0e-46 

96 

85 

(X57187) chitinase 



[Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302253 

fC-zmf!700468004bl 

BLASTX 

g4432830 

333 

5.0e-31 

111 

58 

(AC006283) similar to pheromone receptor deficient mutant 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302254 

fC-zmfl700468053bl 

BLASTN 

g3769285 

63 

8.0e-27 

239 

87 

Vigna radiata gene for 1-aminocyclopropane-l-carboxylate 
synthase, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



302255 

fC-zmf!700468133bl 

BLASTX 

g2493495 



42652 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166 

1.0e-ll 

48 
62 

SERINE CARBOXY PEPTIDASE- LIKE >gi_2129878_pir S72370 

carboxypeptidase - garden pea (fragment) 

>giJL089904_emb_CAA92216_ (Z68130) carboxypeptidase [Pisum 

sativum] >gi_1587217_prf 2206338A Ser carboxypeptidase 

[Pisum sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302256 

fC-zmfl700468226bl 

BLASTX 

gll4947 

201 

1.0e-15 

104 

50 

BETA GALACT OS I DAS E - RELAT E D PROTEIN PRECURSOR 

>gi_105434_pir B32688 beta-galactosidase-related protein 

human >gi_179421 (M27508) beta-galactosidase related 
protein precursor [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302257 

fC-zmfl700468226f2 

BLASTX 

g2501021 

159 

7.0e-ll 

56 

59 

LYSYL-TRNA SYNTHETASE (LYSINE — TRNA LIGASE) (LYSRS) 
>gi_1652562_dbj_BAA17483_ (D90906) lysyl-tRNA synthetase 
[Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302258 

fC-zmfl700468289bl 

BLASTX 

g4455369 

178 

6.0e-13 

46 
78 

(AL035524) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302259 

fC-zmfl700468444f2 

BLASTN 

g6598508 

81 

7.0e-38 

153 
88 

Arabidopsis thaliana chromosome II BAC T13P21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



302260 



42653 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fC-zmfl700468704f2 

BLASTX 

g466190 

299 

3.0e-27 

109 
52 

RIBOSOMAL LARGE SUBUNIT PSEUDOURIDINE SYNTHASE B 
(PSEUDOURIDYLATE SYNTHASE) (URACIL HYDROLYASE) 

>gi 629120_pir S45555 hypothetical protein X13 - Bacillus 

subtilis >gi_410137 (L09228) 0RFX13 [Bacillus subtilis] 
>gi_2634751_emb_CAB14248__ (Z99116) similar to hypothetical 
proteins [Bacillus subtilis] 

302261 

fC-zmfl700468993bl 

BLASTX 

g!935019 

719 

3.0e-76 

169 

85 

(Z93774) sucrose transport protein [Vicia faba] 
302262 

fC-zmfl700469527bl 

BLASTX 

g2494174 

305 

1.0e-27 

100 

64 

GLUTAMATE DECARBOXYLASE 1 (GAD 1) >gi_4 97 979 (U10034) 
glutamate decarboxylase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302263 

fC-zmfl700469527f2 

BLASTN 

g2618677 

325 

0.0e+00 

329 

100 

Arabidopsis thaliana BAC F21B7 chromosome 1, complete 
sequence [Arabidopsis thaliana] 

302264 

fC-zmfl700469566bl 

BLASTX 

gll4167 

508 

1.0e-51 
104 
8 9 

3-PHOSPHOSHIKIMATE 1-CARBOXYVINYLTRANSFERASE 2 

{ 5 -ENOLPYRUVYLS HI KIMATE- 3 -PHOSPHATE SYNTHASE 2) (EPSP 

SYNTHASE 2) >gi_100297_pir S18354 3-phosphoshikimate 
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# • 

1-carboxyvinyltransf erase (EC 2.5.1.19) - common tobacco 
>gi_170231 (M61905) 5-enolpyruvylshikimate-3-phosphate 
synthase [Nicotiana tabacum] 

Seq. No. 302265 

Seq. ID fC-zmf!700469566f2 

Method BLASTX 

NCBI GI gl418331 

BLAST score 300 

E value 2.0e-27 

Match length 106 

% identity 57 

NCBI Description (X95909) receptor like protein kinase [Arabidopsis 
thaliana] 

Seq. No. 302266 

Seq. ID fC-zmfl700469777bl 

Method BLASTX 

NCBI GI g3367516 

BLAST score 207 

E value 2.0e-16 

Match length 68 

% identity 50 

NCBI Description (AC004392) Similar to beta-glucosidase BGQ60 precursor 
gb__L41869 from Hordeum vulgare. [Arabidopsis thaliana] 

Seq. No. 302267 

Seq. ID fC-zmfl700470006bl 

Method BLASTX 

NCBI GI g2244867 

BLAST score 246 

E value 6.0e-21 

Match length 73 

% identity 59 

NCBI Description (Z97337) hydroxynitrile lyase [Arabidopsis thaliana] 

Seq. No. 302268 

Seq. ID fC-zmfl700470273f2 

Method BLASTX 

NCBI GI g4335736 

BLAST score 219 

E value 7.0e-18 

Match length 108 

% identity 40 

NCBI Description (AC006248) putative copia polyprotein [Arabidopsis 
thaliana] 

Seq. No. 302269 

Seq. ID fC-zmfl700470673bl 

Method BLASTX 

NCBI GI gl931655 

BLAST score 171 

E value 4.0e-12 

Match length 44 

% identity 75 

NCBI Description (U95973) receptor-kinase isolog [Arabidopsis thaliana] 
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Seq. No. 302270 

Seq. ID fC-zmfl700471493bl ^ 

Method BLASTX 

NCBI GI gl706110 

BLAST score 325 

E value 4.0e-30 

Match length 82 

% identity 80 

NCBI Description NON-GREEN PLASTID TRIOSE PHOSPHATE TRANSLOCATOR PRECURSOR 
(CTPT) >gi_1143713 (U13632) non-green plastid 
phosphate/triose-phosphate translocator precursor [Brassica 
oleracea] 



Seq. No. 302271 

Seq. ID fC-zmfl700471493f2 

Method BLASTN 

NCBI GI g6598653 

BLAST score 228 

E value 1.0e-125 

Match length 259 

% identity 97 

NCBI Description Arabidopsis thaliana chromosome II BAC F16F14 genomic 
sequence, complete sequence 

Seq. No. 302272 

Seq. ID fC-zmf!700471593bl 

Method BLASTX 

NCBI GI gl754522 

BLAST score 193 

E value 1.0e-14 

Match length 60 

% identity 65 

NCBI Description (D89984) ornithine decarboxylase [Nicotiana tabacum] 

Seq. No. 302273 

Seq. ID fC-zmfl700472059bl 

Method BLASTX 

NCBI GI g4538667 

BLAST score 193 

E value 9.0e-15 

Match length 58 

% identity 66 

NCBI Description (AL04 9474) clathrin coat assembly protein 
[Schizosaccharomyces pombe] 

302274 

fC-zmfl700472168bl 
BLASTX 
g3122389 
182 

7.0e-14 
50 
78 

WD-40 REPEAT PROTEIN MSI3 >gi_2394233 (AF016848) WD-40 
repeat protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 302275 

42656 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fC-zmfl700472661bl 

BLASTN 

g2606080 

194 

1.0e-105 

277 
100 

Glycine max sucrose synthase 



Seq. No. , 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



(SS) mRNA, complete cds 



302276 

fC-zmfl700472710bl 

BLASTX 

g2501231 

385 

3.0e-37 

88 

76 

HYPOTHETICAL 38.1 KD PROTEIN >gi_99505_pir S24 930 

hypothetical protein - pink corydalis 
>gi_18258_emb_CAA45139_ (X63595) protein of unknown 

function [Corydalis sempervirens] >gi_444333_prf 1906382A 

pCSC71 protein [Corydalis sempervirens] 

302277 

fC-zmfl700472751bl 

BLASTX 

g4098129 

369 

3.0e-35 

74 

92 

(U73588) sucrose synthase [Gossypium hirsutum] 
302278 

fC-zmf!700474549bl 

BLASTX 

g4115936 

335 

2.0e-31 

78 
82 

(AF118223) No definition line found [Arabidopsis thaliana] 
302279 

fC-zmfl700475620bl 

BLASTX 

gll55255 

279 

1.0e-24 

105 

55 

(U39228) beta-glucosidase [Prunus avium] 
302280 

fC-zmf!700548428f3 

BLASTX 

g535454 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



377 

2.0e-36 

109 

61 

(U13940) 



cysteine proteinase [Alnus glutinosa] 



302281 

fC-zmfl700549125f3 

BLASTX 

g2388574 

548 

3.0e-56 

122 
87 

(AC000098) Strong similarity to Phalaenopsis homeobox 
protein (gb__U34743) . [Arabidopsis thaliana] 

302282 

fC-zmfl700549863r3 

BLASTX 

gl236949 

257 

3.0e-22 

68 

76 

(U50075) lipoxygenase L-5 [Glycine max] 
302283 

fC-zmfl700552735f3 

BLASTX 

gl076531 

481 

2.0e-48 

123 

73 

hypothetical protein, pollen allergen homolog - garden pea 

>gi_2129891_pir S65056 pollen allergen homolog precursor 

(clone PPA1) - garden pea >giJ732905_emb_CAA59470_ (X85187) 
homology with pollen allergens [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



302284 

fC-zmfl700610957h2 

BLASTX 

g310580 

259 

3.0e-22 

54 

94 

(L19360) protein kinase 2 
302285 

fC-zmfl700611201al 

BLASTX 

g3063691 

534 

1.0e-54 
156 



[Glycine max] 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
JSfCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



62 

(AL022537) putative protein [Arabidfopsis thaliana] 

302286 & 

fC-zmfl700903880zl 

BLASTX 

g4335745 

259 

2.0e-22 

148 

41 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

302287 

fC-zmfl700903946zl 

BLASTX 

g4102600 

502 

7.0e-51 

142 

75 

(AF0134 67) ARF6 [Arabidopsis thaliana] 
302288 

fC-zmfl700904260gl 

BLASTX 

g2809262 

352 

3.0e-33 

165 

44 

(AC002560) F21B7.31 [Arabidopsis thaliana] 
302289 

fC-zmfl700905073gl 

BLASTX 

g4510375 

198 

4.0e-15 

131 

45 

(AC007017) putative homeotic protein BEL1 [Arabidopsis 
thaliana] 

302290 

fC-zmfl700906621al 

BLASTX 

g4335763 

301 

2.0e-27 

116 

47 

(AC006284) unknown protein [Arabidopsis thaliana] 
302291 



42659 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fC-zmle700423591r3 - 

BLASTX 

g3639087 

352 

2.0e-33 

113 

64 

(AF090444) phospholipase D2 [Brassica oleracea] >gi_3924621 
(U85482) phospholipase D [Brassica oleracea var. capitata] 
>gi_4324971_gb_AAD17209_ (AF113919) phospholipase D2 
[Brassica oleracea var. capitata] 

302292 

fC-zmle700427538bl 

BLASTX 

gl781348 

156 

1.0e-10 

34 
88 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302293 

fC-zmle700428142a4 

BLASTX 

gl632822 

408 

5.0e-40 

87 

89 

(Y08962) 
(U77297) 



transmembrane protein [Oryza sativa] >gi_1667594 
transmembrane protein [Oryza sativa] 



302294 

fC-zmle700428946d3 

BLASTN 

g3342803 

94 

2.0e-45 

178 

88 

Zea mays strain B73 putative 6-phosphogluconate 
dehydrogenase mRNA, nuclear gene encoding putative plastid 
protein, partial cds 

302295 

fC-zmle700429434f3 

BLASTN 

g3342031 

52 

3.0e-20 

60 

98 

Oryza sativa 18S small subunit ribosomal RNA gene, complete 
sequence 
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4) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%^ identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302296 

fC-zmle700431670f4 

BLASTX 

g4033424 

186 

2.0e-14 

41 

85 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) 
pyrophosphatase [Zea mays] 

302297 

fC-zmle700433471d3 

BLASTN 

g553071 

189 

1.0e-102 

261 

93 

Maize catalase (Cat2) mRNA, 3 T end 



302298 

fC-zmle700434174zl 

BLASTX 

g488571 

202 

1.0e-15 

41 

98 

(U09462) histone H3. 



xnorganic 



2 [Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



302299 

fC-zmle700434272gl 

BLASTX 

gl076755 

693 

4.0e-73 

183 

72 

protein kinase - rice >gi_4 50300 
[Oryza sativa] 

302300 

fC-zmle700441222d3 

BLASTX 

g!345559 

170 

2.0e-12 

46 

72 

(Z15024) hsp82 [Oryza sativa] 
302301 

fC-zmle700442391d5 

BLASTX 

g!13987 



(L27821) protein kinase 
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BLAST score 
E 'value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173 

2.0e-12 

45 

71 

60S ACIDIC RIBOSOMAL PROTEIN PO (DEOXYRIBONUCLEASE 
(APURINIC OR APYRIMIDINIC) ) (APURINIC- APYRIMIDINIC 

ENDONUCLEASE) >giJ71140_pir R5FFP0 acidic ribosomal 

protein PO - fruit fly (Drosophila melanogaster ) >gi_576817 
(M25772) DNA repair protein [Drosophila melanogaster] 

302302 

fC-zmle700443787d6 

BLASTX 

g731806 

218 

4.0e-22 

79 

70 

PROBABLE CALCIUM-TRANSPORTING AT PAS E 7 

>gi_626344_pir S48431 probable membrane protein YIL048w - 

yeast {Saccharomyces cerevisiae) >gi_557820_emb__CAA86174_ 

(Z38060) orf, len: 1151, CAI : 0.17, similar to S30768 

S3 07 68 PROBABLE AT PAS E - YEAST {SACCHAROMYCES CEREVISIAE) 

[Saccharomyces cerevisiae] 

302303 

fC-zmle700444043bl 

BLASTX 

g2081612 

151 

9.0e-10 

41 

80 

(D49714) deltal-pyrroline-5-carboxylate synthetase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302304 

fC-zmle700445373f5 

BLASTX 

g3402758 

372 

9.0e-36 

128 

56 

(AL031187) serine/threonine kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302305 

fC-zmle700445890d4 

BLASTX 

g4008006 

151 

2.0e-10 

59 

46 

(AF084034) receptor-like protein kinase [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



302306 

fC-zmle700447121al 

BLASTX 

g2842478 

149 

1.0e-09 

80 
39 

(AL021749) receptor protein kinase like protein 
[Arabidopsis thaliana] 

302307 

fC-zmle700447833al 

BLASTN 

g296593 

55 

4.0e-22 

75 

93 



NCBI Description H. vulgare pZE40 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



302308 

fC-zmle700448273al 

BLASTX 

g3540182 

360 

3.0e-34 

125 

54 

(AC004122) Unknown protein [Arabidopsis thaliana] 
302309 

fC-zmle700577059a2 

BLASTX 

g2687358 

286 

4.0e-51 

120 
89 

(AF033263) nonphototropic hypocotyl 1 [Zea mays] 
302310 

fC-zmle700577234rl 

BLASTX 

g585421 

265 

3.0e-23 

57 

77 

LIPOXYGENASE, 
lipoxygenase 



CHLOROPLAST PRECURSOR >gi_541879_pir JQ2391 

EC 1.13.11.12) AtLox2 - Arabidopsis thaliana 



>gi_431258 (L23968) lipoxygenase [Arabidopsis thaliana] 
302311 

fC-zmle700582195a2 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g!364161 
269 

7.0e-24 

93 
63 

thiolase precursor, peroxisomal - ripe mango 
302312 

fC-zmle700583812a2 

BLASTN 

g3318610 

110 

3.0e-55 

176 

92 

Glycine max mRNA for mitochondrial phosphate transporter, 
complete cds 

302313 

fC-zmle700870829al 

BLASTX 

g2459435 

473 

1.0e-47 

125 

71 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 

302314 

fC-zmle700870829dl 

BLASTX 

g2459435 

320 

2.0e-29 

76 

78 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 

302315 

fC-zmle700870883al 

BLASTX 

g4105772 

444 

4.0e-44 

107 

43 

(AF049917) PGP9B [Petunia x hybrida] 
302316 

fC-zmle700871883al 

BLASTX 

g3204134 

871 

4.0e-94 
166 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

(AJ006771) beta-galactosidase [Cicer arietinum] 
302317 

fC-zmle700871981dl 

BLASTX 

g2623300 

447 

2.0e-44 

112 

79 

(AC002409) putative protein phosphatase 2C [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302318 

fC-zmle700889290al 

BLASTX 

gll68493 

557 

3.0e-57 

131 

85 

ARGINASE >gi_602422 (U15019) arginase [Arabidopsis 
thaliana] >gi_4325373_gb_AAD17369_ (AF128396) Arabidopsis 
thaliana arginase (SW:P46637) (Pfam: PF00491, Score-419 . 6, 
E=3.7e-142 N=l) [Arabidopsis thaliana] 

302319 

fC-zmro700448758al 

BLASTX 

g2239260 

618 

2.0e-64 

136 

88 

(Y13734) cinnamoyl CoA reductase [Zea mays] 
302320 

fC-zmro700569244fl 

BLASTX 

g4165488 

385 

3.0e-49 

97 

97 

(AJ132399) alpha-tubulin 3 [Hordeum vulgare] 
302321 

fC-zmro700570531rl 

BLASTX 

g3913194 

171 

5.0e-12 

81 

40 

CINNAMYL-ALCOHOL DEHYDROGENASE 3 (CAD) >gi_548323 (L36456) 
cinnamyl -alcohol dehydrogenase [Stylosanthes humilis] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302322 

fC-zmro700570954al 

BLASTX 

g2244771 

324 

5.0e-30 

76 

89 

(Z 97 335) kinesin homolog [Arabidopsis thaliana] 
302323 

fC-zmro700570954dl 

BLASTX 

g4093169 

248 

4.0e-21 

63 

70 

(AF095933) p20-Arc [Dictyostelium discoideum] 
302324 

fC-zmro700571730al 

BLASTX 

g3046815 

190 

2.0e-23 

72 
76 

(AL021687) cytochrome P450 [Arabidopsis thaliana] 
302325 

fC-zmro700571850al 

BLASTX 

g4587525 

258 

3.0e-22 

117 

42 

(AC007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene. 
[Arabidopsis thaliana] 

302326 

fC-zmro700572286al 

BLASTX 

g2739279 

332 

6.0e-31 

137 
49 

(AJ223177) short chain alcohol dehydrogenase [Nicotiana 
tabacum] >gi_2791348_emb_CAA11154_ (AJ223178) short chain 
alcohol dehydrogenase [Nicotiana tabacum] 



Seq. No. 



302327 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fC-zmro700572681al 

BLASTX 

g3193316 

358 

5.0e-34 

103 

68 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



302328 

fC-zmro700573051al 

BLASTX 

gl352186 

453 

4.0e-45 

140 

56 

ALLENE OXIDE SYNTHASE PRECURSOR 
(CYTOCHROME P450 74) >gi_4048 66 
synthase [Linum usitatissimum] 



(HYDROPEROXIDE DEHYDRASE) 
(U00428) allene oxide 



302329 

fC-zmro700573209al 

BLASTX 

g2980785 

514 

3.0e-52 

137 

64 

(AL022198) SERINE CARBOXYPEPT I DASE 
[Arabidopsis thaliana] 



II - like protein 



302330 

fC-zmro700573209dl 

BLASTX 

g2493494 

290 

5.0e-26 

84 

69 

SERINE CARBOX Y PE P T I DAS E II-2 PRECURSOR (CP-MII.2) 
>gi_619351_bbs_153537 CP-MII . 2=serine carboxypeptidase 
[Hordeum vulgare-barley, cv. Alexis, aleurone, Peptide, 436 
aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302331 

fC-zmro700573388dl 

BLASTN 

g2446999 

121 

2.0e-61 

223 

95 

Zea mays FAD 8 gene for fatty acid desaturase, partial cds 



Seq. No. 



302332 



42667 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fC-zmro700573489gl 

BLASTX 

gl709000 

612 

8.0e-64 

142 
82 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_960357_dbj_BAA09895_ (D63835) S-adenosylmethionine 
synthetase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302333 

fC-zmro700573489zl 

BLASTX 

g3024122 

722 

1.0e-7 6 

162 
86 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi__1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302334 

fC-zmro700573673al 

BLASTX 

gl23620 

620 

9.0e-65 

141 

87 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi__100224__pir S 14 950 

heat shock cognate protein 70 - tomato 

>gi_19258_emb_CAA37971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302335 

fC-zmro700573673dl 

BLASTX 

gl430887 

295 

1.0e-26 

91 

69 

(X99197) 70 kD heatshockprotein [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302336 

fC-zmro700574787al 

BLASTX 

g4165488 

257 

6.0e-33 

77 

86 

(AJ132399) alpha-tubulin 3 



[Hordeum vulgare] 



42668 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



302337 

fC-zmro700574919a3 

BLASTX 

gl236949 

907 

3.0e-98 

174 

99 

(U50075) lipoxygenase L-5 



[Glycine max] 



302338 

fC-zmro700575714fl 

BLASTX 

g2522210 

305 

6.0e-28 

101 

53 

(AF023132) choline monooxygenase [Beta vulgaris] 



302339 

fC-zmro700576307a2 

BLASTX 

g3482919 

141 

4.0e-09 

33 

73 

(AC003970) Putative protein kinase 



[Arabidopsis thaliana] 



302340 

fC-zmro70080754 9al 

BLASTX 

g4457221 

381 

1.0e-36 

114 

68 

(AF127797) putative bZIP DNA-binding protein [Capsicum 
chinense] 

302341 

fC-zmro700807584al 

BLASTX 

g3218410 

516 

1.0e-52 

127 
76 

(AL023859) putative prolyl-trna synthetase 
[Schizosaccharomyces pombe] 

302342 

fC-zmro700807584rl 

BLASTX 

g731640 

172 



42669 



E value 
Match length 
% identity 
NCBI Description 



3.0e-12 

78 
47 

PUTATIVE PROLYL-TRNA SYNTHETASE YHR020W ( PROLINE — TRNA 

LIGASE) (PRORS) >gi_626755_pir S46774 multifunctional 

amino acid — tRNA ligase homolog - yeast (Saccharomyces 
cerevisiae) >gi_500692 (U10399) Yhr020wp [Saccharomyces 
cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



302343 

fC-zmro700807612al 

BLASTX 

g3402758 

521 

4.0e-53 

153 

65 

(AL031187) serine/threonine kinase - like protein 
[Arabidopsis thaliana] 

302344 

fC-zmro700829628al 

BLASTX 

g4567246 

362 

2.0e-34 

112 

65 

(AC007070) unknown protein [Arabidopsis thaliana] 
302345 

fC-zmro7 00829706al 

BLASTX 

g3687240 

580 

5.0e-60 

156 

70 

(AC005169) extensin-like protein [Arabidopsis thaliana] 
302346 

fC-zmro700829731al 

BLASTX 

g2492952 

544 

9.0e-56 

114 

85 

CHORISMATE SYNTHASE 1 PRECURSOR 

( 5 -ENOLPYRUVYLSHIKIMATE- 3 - PHOS PHATE PHOSPHOLYASE 1) 

>gi_542026_pir S40410 chorismate synthase (EC 4.6.1.4) 

precursor - tomato >gi_410482_emb_CAA79859_ (Z21796) 
chorismate synthase 1 [Lycopersicon esculentum] 

302347 

fC-zmro700829816d3 
BLASTX 



42670 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl730168 
199 

2.0e-15 

52 
75 

GLUCOSE- 6- PHOSPHATE I SOME RASE, CYTOSOLIC 1 (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) ( PHOSPHOHEXOSE ISOMERASE) 
(PHI) >gi_1370053_emb_CAA61576_ (X89396) 
glucose-6-phosphate isomerase [Clarkia franciscana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302348 

fC-zmro700829944dl 

BLASTN 

g!143318 

68 

6.0e-30 

285 

86 

Glycine max biotin carboxyl carrier protein precursor 
(accB-1) mRNA, complete cds 

302349 

fC-zmro700830015a2 

BLASTX 

g2507455 

494 

5.0e-50 

111 

86 

FORMATE — TETRAHYDROFOLATE LIGASE ( FORMYLTETRAHYDROFOLATE 

SYNTHETASE) (FHS) (FTHFS) >gi_322401_pir A43350 

formate — tetrahydrof olate ligase (EC 6.3.4.3) - spinach 
>gi_170145 (M83940) 10-f ormyltetrahydrof olate synthetase 
[Spinacia oleracea] 

302350 

fC-zmro700830180dl 

BLASTX 

g478809 

591 

2.0e-61 

107 

100 

protein kinase 6 (EC 2.7.1.-) - soybean >gi_170047 (M67449) 

protein kinase [Glycine max] >gi_4447 8 9_prf 1908223A 

protein kinase [Glycine max] 

302351 

fC-zmro700830314d4 

BLASTX 

g4249391 

143 

4.0e-09 

51 

53 

(AC005966) Similar to gi_3249076 T13D8.16 beta glucosidase 
from Arabidopsis thaliana BAC gb_AC004473. [Arabidopsis 



42671 



thaliana] 



Sea No 


302352 




Seq. ID 


fC-zmro700830732dl 




Method 


BLASTX 




LN^-OX OX 


a2980806 






286 




IT TT3 1 no 
£j V ct-L Ut: 






M^tch 1 pnath 


133 






4 R 




INV^DX UcoLiipLXUil 


\r\\j\)£.£* X _/ / ; pULdtivc £Jx w Uc XII 


r 2i v 3 -j HnnQ i o fhal i anal 
[nl auiuupoxo uiictx laiia j 




302353 






f C-zmro7 008 3084 5dl 




Method 


BLASTX 




NCBI GI 


gl39780 




OXlTThJ J. O^UXC 


166 




T* 1 1 no 
Hi v axuc 


i. > VJ C XX 
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D X 




% identitv 


61 
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— potato 




Qprr No 


302354 




Seq. ID 


fC-zmro700830845fl 




Method 


BLASTX 




NCBI GI 


gl30188 




BLAST score 


465 




E value 


3.0e-47 




Match length 


113 




% identity 


80 





NCBI Description 



PHYTOCHROME A >gi_81937_pir S06856 phytochrome - garden 

pea >gi_169132 (M37217) phytochrome [Pisum sativum] 
>gi_295830_emb_CAA32242_ (X14077) phytochrome apoprotein 

[Pisum sativum] >gi_226757_prf 1604466A phytochrome [Pisum 

sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302355 

fC-zmro700831185a2 

BLASTX 

g3402758 

511 

5.0e-52 

135 

72 

(AL031187) serine/threonine kinase - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302356 

fC-zmro700831219dl 

BLASTX 

g4262242 

147 

3.0e-09 

61 

61 

(AC006200) NADC homolog [Arabidopsis thaliana] 



42672 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302357 

fC-zmro700831372dl 

BLASTX 

g4490297 

144 

6.0e-09 

73 

38 

(AL035678) putative protein [Arabidopsis thaliana] 
302358 

fC-zmro700831977a2 

BLASTX 

g2499488 

698 

7.0e-74 

150 

90 

PYROPHOSPHATE — FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE) 
( PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE ) 
(PPI-PFK) >gi_483547__emb_CAA83682__ (Z32849) 
pyrophosphate-dependent phosphofructokinase alpha subunit 
[Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302359 

fC-zmro700833740gl 

BLASTX 

g2160191 

139 

6.0e-09 

32 

72 

(AC000132) Identical to A. 
[Arabidopsis thaliana] 



thaliana AtK-1 (gb__X79279) . 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302360 

fC-zmro700833775rl 

BLASTX 

g4455274 

358 

6.0e-34 

164 

41 

(AL035527) spliceosome associated protein-like [Arabidopsis 
thaliana] 

302361 

fC-zmro700834080fl 

BLASTX 

g2109275 

176 

8.0e-13 

105 

40 

(U97106) downy mildew resistance protein RPP5 [Arabidopsis 



42673 



thaMana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302362 

fC-zmro700834281fl 

BLASTX 

g4490310 

387 

1.0e-37 

96 
78 

(AL035678) somatic embryogenesis receptor-like kinase-like 
protein [Arabidopsis thaliana] 



302363 

fC-zmro700834335fl 

BLASTX 

g2598579 

515 

2.0e-52 

120 

82 

(Y15295) L-ascorbate 



oxidase [Medicago truncatula] 



302364 

fC-zmro700834346fl 

BLASTX 

gl709267 

351 

2.0e-33 

103 

69 

INDUCIBLE NITRATE REDUCTASE 1 (NR) 
nitrate reductase [Glycine max] 



>gi_1262166 (L23854) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302365 

fC-zmro70083434 6rl 

BLASTN 

g409368 

70 

5.0e-31 

109 

92 

Glycine max mutant nitrate reductase mRNA, 3 1 



end 



302366 

fC-zmro700834406fl 

BLASTX 

g2506470 

389 

1.0e-37 

150 

61 

ALPHA-1,4 GLUCAN PHOS PHORYLAS E , L ISOFORM PRECURSOR (STARCH 
PHOSPHORYLASE L) >gi_1616637_emb_CAA85354_ (Z36880) 
alpha-1,4 Glucan Phosphorylase, L isoform precursor [Vicia 
faba] 



42674 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302367 

fC-zmro700834515al 

BLASTX 

g2246450 

169 

5.0e-12 

54 

61 

(U68072) 3-hydroxy-3-methylglutaryl CoA reductase 2 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302368 

fC-zmro700834515dl 

BLASTX 

g322669 

216 

3.0e-34 

95 

87 

hydroxymethylglutaryl-CoA reductase (NADPH) 
radish >gi_21102_emb_CAA48610_ (X68651) 
hydroxymethylglutaryl-CoA reductase (NADPH) 
sativus] 



(EC 1.1.1.34) - 



[Raphanus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302369 

fC-zmro700834529fl 

BLASTX 

gll68189 

434 

3.0e-43 

94 

91 

14-3-3-LIKE PROTEIN A (VFA-1433A) >gi_1076542_pir S52899 

14-3-3 brain protein homolog - fava bean 
>gi_695765_emb_CAA88415_ (Z48504) 14-3-3 brain protein 
homolog [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302370 

fC-zmro700834529rl 

BLASTX 

gll68196 

445 

4.0e-44 

90 

96 

14-3-3-LIKE PROTEIN 
[Pisum sativum] 



>gi_555974 (U15036) 14-3-3-like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302371 

fC-zmro700834608rl 

BLASTX 

g2244899 

456 

7.0e-50 

119 

72 

(Z97338) similar to UFD1 protein [Arabidopsis thaliana] 



42675 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302372 

fC-zmro700834677fl 

BLASTX 

g2459435 

409 

6.0e-40 

122 

60 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302373 

fC-zmro700834677rl 

BLASTX 

g2459435 

249 

3.0e-21 

62 

73 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302374 

fC-zmro700834772fl 

BLASTX 

g4206122 

346 

8.0e-33 

89 
75 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302375 

fC-zmro700834861fl 

BLASTN 

gll43318 

52 

3.0e-20 

52 

100 

Glycine max biotin carboxyl carrier protein precursor 
(accB-1) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302376 

fC-zmro700834891fl 

BLASTX 

g!769891 

155 

1.0e-10 

46 

67 

(X99747) bZIP transcription factor [Arabidopsis thaliana] 
>gi_1865679_emb_CAB04795_ (Z82043) ATB2 [Arabidopsis 
thaliana] 



42676 



Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302377 

fC-zmro700834955fl ' 

BLASTX 

g3335351 

311 

1.0e-28 

116 
53 

(AC004512) Similar to ERECTA receptor protein kinase 
gb_D83257 from A. thaliana. ESTs gb_T41629 and gb_AA586072 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302378 

fC-zmro700835422fl 

BLASTX 

g4490721 

205 

1.0e-16 

41 

95 

(AL035709) squalene epoxidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302379 

fC-zmro700835511fl 

BLASTX 

gl086263 

199 

1.0e-15 

73 
58 

TMV resistance protein N - tobacco (Nicotiana glutinosa) 
>gi_558887 (U15605) N [Nicotiana glutinosa] 

302380 

fC-zmro700835640fl 

BLASTX 

g2129933 

227 

5.0e-19 

43 

93 

myb-related transcription factor TMH27 - tomato 
>gi_1167484_emb_CAA64614_ (X95296) transcription factor 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302381 

fC-zmro700835753fl 

BLASTX 

g2182029 

395 

7.0e-39 

80 
89 

(Y13437) shaggy-like kinase etha (OSKetha) 



[Oryza sativa] 



Seq. No. 



302382 



42677 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fC-zmro700835753rl 

BLASTX 

g2129738 

283 

3.0e-25 

65 

80 

shaggy-like kinase dzeta - Arabidopsis thaliana 
>gi_1225913_emb_CAA64408_ (X94 938) shaggy-like kinase dzeta 
[Arabidopsis thaliana] >gi_1669653_emb_CAA70483_ (Y09300) 
serine/threonine kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302383 

fC-zmro700835781al 

BLASTX 

g4512659 

339 

1.0e-40 

106 

83 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi__4544465_gb_AAD22372.1_AC006580_4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 

302384 

fC-zmro700835853fl 

BLASTX 

g3152599 

509 

1.0e-51 

151 

32 

(AC002986) Strong similarity to lupeol synthase gb_U4 9919 
and cycloartenol synthase gb_U02555 from A. thaliana (the 
third gene with similar homology) . [Arabidopsis thaliana] 

302385 

fC-zmro700835853rl 

BLASTX 

g3688600 

271 

7.0e-24 
58 

84 i- 

(AB009030) beta-Amyrin Synthase [Panax ginseng] 
302386 

fC-zmro700835903fl 

BLASTX 

g322794 

170 

7.0e-25 

85 

74 

UTP — glucose-l-phosphate uridylyltransferase (EC 2.7.7.9) - 

potato >gi_21599_emb_CAA79357_ (Z18924) 

UTP — glucose-l-phosphate uridylyltransferase [Solanum 



42678 



tuberosum] 



•Seq. No. 
Seq. - ID 
Method 
NCBI GI 
BLAST score v 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302387 

fC-zmro700836164fl 

BLASTX 

g4138853 

558 

1.0e-57 

108 

98 

(AF098272) ethylene response sensor [Vigna radiata] 
302388 

fC~zmro700836189fl 

BLASTX 

gl351856 

629 

7.0e-66 

139 

83 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 
(ACONITASE) >gi_868003_dbj_BAA06108_ (D29629) aconitase 
[Cucurbita sp. ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302389 

fC-zmse700613632yl 

BLASTX 

gl708025 

300 

3.0e-27 

121 

54 

GLYCEROL- 3 -PHOSPHATE DEHYDROGENASE [NAD+] 
>gi_840731_emb_CAA56125_ (X79677) glycerol-3-phosphate 
dehydrogenase (NAD+) [Cuphea lanceolata] 

302390 

fC-zmse700617823al 

BLASTX 

g3660471 

363 

5.0e-35 

92 

82 

(AJ001809) succinate dehydrogenase flavoprotein alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302391 

fC-zmse700673147al 

BLASTX 

g4585879 

695 

2.0e-73 

166 

80 

(AC005850) Highly Simlilar to Mlo proteins [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302392 

fC-zmse700673642al 

BLASTX 

gl001379 

428 

4.0e-42 

166 

48 

(D64006) aspartate bet a- semi aldehyde dehydrogenese 
[Synechocystis sp . ] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302393 

fC-zmse700799143bl 

BLASTX 

g2065531 

670 

2.0e-70 

178 

73 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 



Seq. No. 302394 

Seq. ID fC-zmse700806251bl 

Method BLASTX 

NCBI GI g2852449 

BLAST score 775 

E value 8.0e-83 

Match length 173 

% identity 86 

NCBI Description (D88207) protein kinase [Arabidopsis thaliana] >gi_^y4 /Ufai 
(AC002521) putative protein kinase [Arabidopsis thaliana] 

Seq. No. 302395 

Seq. ID fC-zmse700806251cl 

Method BLASTX 

NCBI GI g2852447 

BLAST score 243 -as 

E value 1.0e-20 

Match length 92 

% identity 60 

NCBI Description (D88206) protein kinase [Arabidopsis thaliana] 

Seq. No. 302396 

Seq. ID fC-zmse700806549bl 

Method BLASTX 

NCBI GI g2499115 

BLAST score 495 

E value 4.0e-50 

Match length 133 

% identity 73 

NCBI Description VACUOLAR ASSEMBLY PROTEIN VPS41 HOMOLOG >gi_1835788 
(U86662) VPS41 [Lycopersicon esculentum] 



Seq. No. 302397 

Seq. ID fC-zmse700836372fl 

Method BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3510343 
41 

9.0e-14 

89 
87 

Arabidopsis thaliana genomic DNA, chromosome 5 f PI clone 
MJC20, complete sequence [Arabidopsis thaliana] 

302398 

fC-zmse700836404fl 

BLASTX 

g4539944 

444 

1.0e-47 

143 

65 

(AF133841) aldose reductase ALDRXV4 [Xerophyta viscosa] 
302399 

fC-zmse700836407fl 

BLASTX 

g4539457 

358 

4.0e-34 

78 

82 

(AL049500) heat shock transcription factor-like protein 
[Arabidopsis thaliana] 

302400 

fC-zmse700836661fl 

BLASTX 

gl076318 

406 

9.0e-40 

126 

41 

dihydrolipoamide S-acetyltransf erase (EC 2.3.1.12) 
precursor - Arabidopsis thaliana (fragment) 
>gi_559395_emb_CAA86300_ (Z46230) dihydrolipoamide 
acetyltransf erase (E2) subunit of PDC [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302401 

fC-zmse700836744fl 

BLASTX 

gl679794 

265 

4.0e-23 

111 

47 

(U77627) Allele: hi2 [Danio rerio] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



302402 

fC-zmse700836945fl 

BLASTX 

g4105633 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



346 

7.0e-33 

100 
71 

(AF048982) putative ethylene receptor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



302403 

fC-zmse700837239al 

BLASTX 

g!906830 

273 

2.0e-34 

103 

78 

(Y11829) heat shock protein [Arabidopsis thaliana] 
302404 

fC-zmse700837648fl 

BLASTX 

g4522003 

420 

2.0e-41 

107 

77 

(AC007069) putative protein kinase [Arabidopsis thaliana] 
302405 

fC-zmse700837648rl 

BLASTX 

g4220469 

152 

6.0e-10 

62 

50 

(AC006069) putative receptor protein kinase, 5 T partial 
[Arabidopsis thaliana] 

302406 

fC-zmse700837723fl 

BLASTX 

g3641252 

187 

2.0e-14 

70 

49 

(AF053127) leucine-rich receptor-like protein kinase [Malus 
domestica] 

302407 

fC-zmse700837891gl 

BLASTX 

g82211 

331 

3.0e-38 

117 

78 
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NCBI Description rpoC protein homolog - common tobacco chloroplast 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302408 

fC-zmse700837911fl 

BLASTX 

gll70878 

493 

2.0e-50 

104 

90 

MALATE SYNTHASE, GLYOXYSOMAL (MS) 
malate synthase [Glycine max] 



>gi_170026 (L01629) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302409 

fC-zmse700838355fl 

BLASTX 

g576509 

236 

4.0e-25 

144 

54 

(L36857) GTP-binding protein 



[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



302410 

fC-zmse700838355rl 

BLASTX 

g576509 

336 

1.0e-31 

74 

88 

(L36857) GTP-binding protein [Pisum sativum] 
302411 

fC-zmse700838612fl 

BLASTX 

gl362162 

370 

9.0e-36 

93 

80 

beta-glucosidase BGQ60 precursor - barley >gi_804656 
,(L41869) beta-glucosidase [Hordeum vulgare] 

302412 

fC-zmse700838612rl 

BLASTX 

gl362162 

338 

1.0e-31 

84 v 
69 

beta-glucosidase BGQ60 precursor - barley >gi_804656 
(L41869) beta-glucosidase [Hordeum vulgare] 

302413 

fC-zmse700838722fl 



42683 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3253165 

181 

2.0e-13 

108 
42 

(AF015608) 



SR protein [Homo sapiens] 



302414 

fC-zmse700838868fl 

BLASTX 

g!19745 

240 

3.0e-20 

119 

45 

FRUCTOSE-1, 6-BISPHOSPHATASE, CHLOROPLAST PRECURSOR 
(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

>gi_67242j?ir PAWTF fructose-bisphosphatase (EC 3.1.3.11) 

precursor, chloroplast - wheat >gi_21737_emb_CAA30612_ 
(X07780) pre-FBPase [Triticum aestivum] 

>gi_21741_emb_CAA37908_ (X53957) fructose-bisphosphatase 
[Triticum aestivum] 

302415 

fC-zmse700839369fl 
BLASTX 
g2245066 
438 

2.0e-43 
134 
59 

(Z97342) Beta-Amylase [Arabidopsis thaliana] 
302416 

fC-zmse700839380fl 
BLASTX 
gll68471 
203 

2.0e-16 
56 
75 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description PROTEIN KINASE APK1B 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



302417 

fC-zmstl700336826dl 

BLASTX 

g3169175 

163 

3.0e-ll 

51 

63 

(AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] 

302418 

fC-zmst700334018a4 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g4587513 

147 

7.0e-10 

36 

78 

(AC007060) 
PF 00069. 



Contains eukaryotic protein kinase domain 
[Arabidopsis thaliana] 



302419 

fC-zmst700336269fl 

BLASTN 

g6598495 

98 

3.0e-48 

106 

98 

Arabidopsis thaliana chromosome II BAC T10J7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

302420 

fC-zmst700336816fl 

BLASTN 

gl6473 

271 

1.0e-151 

331 

95 

Arabidopsis thaliana 25S-18S ribosomal DNA spacer 
302421 

fC-zmst700457222al 

BLASTX 

g3687654 

310 

2.0e-28 

107 

62 

(AF047975) putative ethylene receptor; ETR2 [Arabidopsis 
thaliana] 

302422 

fC-zmst700619814al 

BLASTX 

g553076 

312 

8.0e-29 

97 

65 

(L08589) alcohol dehydrogenase 1 [Zea mays] 
302423 

fC-zmst700620908dl 

BLASTN 

g4098966 

63 

8.0e-27 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176 
92 

Glycine max putative reistance gene analog genomic sequence 
30242r 

fC-zmst700620948al 

BLASTX 

g4510402 

464 

1.0e-46 

127 
72 

(AC006587) putative AP2 domain [Arabidopsis thaliana] 



302425 

fC-zmst700621688al 

BLASTX 

g4210330 

547 

2.0e-58 

129 

86 

(AJ223802) 2-oxoglutarate dehydrogenase, 
[Arabidopsis thaliana] 



El subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302426 

fC-zmst700621764dl 

BLASTX 

gl052973 

362 

2.0e-34 

87 

80 

(U37838) fructokinase [Beta vulgaris] 



302427 

fC-zmst700621904zl 

BLASTX 

gl076723 

165 

1.0e-ll 

43 

67 

Ids2 protein - barley >gi_ 
ids 2 [Hordeum vulgar e] 



285634 dbj BAA03647_ (D15051) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



302428 

fC-zmst700621982dl 

BLASTN 

g791097 

148 

1.0e-77 

336 

87 



NCBI Description P. vulgaris plsB mRNA 



Seq. No. 



302429 
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Seq. ID 
Method • 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fC-zmst700622384al 

BLASTX 

g4100433 

290 

4.0e-26 

113 
52 

(AF000378) beta-glucosidase [Glycine max] 
302430 

fC-zmst700622484al 

BLASTX 

g4467158 

258 

2.0e-22 

102 

65 

(AL035540) putative protein [Arabidopsis thaliana] 



302431 

fC-zmst700623156al 

BLASTX 

gl352186 

394 

2.0e-38 

126 

58 

ALLENE OXIDE SYNTHASE PRECURSOR 
(CYTOCHROME P450 74) >gi_4048 66 
synthase [Linum usitatissimum] 



(HYDROPEROXIDE DEHYDRASE) 
(U00428) allene oxide 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



302432 

fC-zmst700623179al 

BLASTX 

g4098129 

623 

5.0e-65 

164 

71 

(U73588) sucrose synthase [Gossypium hirsutum] 
302433 

fC-zmst700623908al 

BLASTX 

gl351945 

590 

3.0e-61 

134 
79 

FLORAL HOMEOTIC PROTEIN APETALA2 >gi_533709 (U12546) 
APETALA2 protein [Arabidopsis thaliana] 
>gi_24 64888_emb_CAB16765.1_ (Z99707) APETALA2 protein 
[Arabidopsis thaliana] 

302434 

fC-zmst700624459a3 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3641252 
140 

5.0e-09 

35 

77 

(AF053127) leucine-rich receptor-like protein kinase [Malus 
domes tica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302435 

fC-zmst700808401al 

BLASTX 

g2498887 

159 

7.0e-ll 

74 

43 

3 -OXO- 5 -ALPHA- STEROID 4 -DEHYDROGENASE 1 (STEROID 
5 -ALPHA- REDUCTASE 1) (SR TYPE 1} >gi_999036_bbs_164548 
(S77162) steroid 5 alpha-reductase type 1 isoenzyme, SR 
type 1 [Cynomolgus monkeys, prostate, Peptide, 263 aa] 
[Macaca fascicularis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302436 

fC-zmst700808407al 

BLASTX 

g4206110 

185 

1.0e-13 

125 

49 

(AF097661) cytochrome [Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302437 

fC-zmst700888153al 

BLASTX 

g2648032 

751 

5.0e-80 

164 

77 

(AJ001374) alpha-glucosidase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302438 

fC-zmst700888545dl 

BLASTX 

g633678 

227 

9.0e-19 

47 
98 

(X83500) ADP-glucose pyrophosphorylase 



[Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



302439 

fC-zmst700889690al 

BLASTX 

g2388985 

295 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-26 

109 

52 

(Z98980) transcription factor [Schizosaccharomyces pombe] 
302440 

fC-zmst700892444al 

BLASTX 

g4006829 

614 

6.0e-64 

164 

74 

(AC005970) putative protein kinase [Arabidopsis thaliana] 
302441 

fC-zmst700894694al 

BLASTX 

g4204303 

482 

2.0e-48 

109 

82 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302442 

fC-zmst700894873dl 

BLASTX 

g2501353 

188 

3.0e-14 

41 

93 

TRANSKETOLASE , CHLOROPLAST (TK) >gi_108 4440_pir S54300 

transketolase (EC 2.2.1.1) 3 - Craterostigma plantagineum 

(fragment) >gi_664 901_emb_CAA86607_ (Z46646) transketolase 

[Craterostigma plantagineum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



302443 

fdz701158323.hl 

BLASTN 

g312178 

46 

6.0e-17 

108 

85 

Z.mays GapC2 gene 
302444 

fdz701158370.hl 

BLASTX 

g4512694 

147 

8.0e-10 

30 

87 
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NCBI Description (AC006569) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302445 

fdz701158383.hl 

BLASTX 

g2129742 

242 

6.0e-21 

63 
68 

stress-induced protein OZI1 precursor - Arabidopsis 
thaliana >gi_790583 (U20347) mRNA corresponding to this 
gene accumulates in response to ozone stress and pathogen 
(bacterial) infection; putative pathogenesis-related 
protein [Arabidopsis thaliana] >gi_2252869 (AF013294) No 
definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302446 

fdz701158385.hl 

BLASTX 

g2982295 

254 

2.0e-22 

55 

85 

(AF051232) probable 60S ribosomal protein L31 [Picea 
mariana] 



Seq. No. 


302447 


Seq. ID 


fdz701158405.hl 


Method 


BLASTX 


NCBI GI 


g2897595 


BLAST score 


184 


E value 


4.0e-14 


Match length 


52 


% identity 


60 


NCBI Description 


(AJ224162) lipoic acid synthetase 


Seq. No. 


302448 


Seq. ID 


fdz701158413.hl 


Method 


BLASTN 


NCBI GI 


g453669 


BLAST score 


50 


E value 


1.0e-19 


Match length 


58 


% identity 


97 


NCBI Description 


Maize heat shock protein 26 (HSP26! 


Seq. No. 


302449 


Seq. ID 


fdz701158474.hl 


Method 


BLASTX 


NCBI GI 


gl362067 


BLAST score 


363 


E value 


4.0e-35 


Match length 


78 


% identity 


94 


NCBI Description 


small GTP-binding protein - garden 



[Homo sapiens] 



mRNA, complete cds 
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>gi_8 7 1 5 0 8_emb_CAA9 0 0 8 2_ 
[Pisunr sativum] 



(Z49902) small GTP-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



302450 

fdz701158519.hl 

BLASTX 

g2500347 

152 

3.0e-10 

56 
59 

NHP2/RS6 FAMILY PROTEIN YEL026W HOMOLOG 
>gi_3878691_emb_CAA90127_ (Z49911) similar to ribosomal 
protein (L7AE family); cDNA EST EMBL:D73957 comes from this 
gene; cDNA EST EMBL:D71298 comes from this gene; cDNA EST 
EMBL:D74077 comes from this gene; cDNA EST EMBL:D71393 
comes from this gene; cD 



302451 

fdz701158569.hl 

BLASTX 

g2244994 

145 

1.0e-09 

76 

37 

(Z97341) similarity to isp4 protein 
[Arabidopsis thaliana] 



fission yeast 



302452 

fdz701158611.hl 

BLASTX 

g3360289 

256 

1.0e-22 

76 

67 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

302453 

fdz701158613.hl 

BLASTX 

g2500378 

326 

9.0e-31 

69 

86 

60S RIBOSOMAL PROTEIN L37 
302454 

fdz701158659.hl 

BLASTX 

g3668086 

206 

7.0e-17 
72 



42691 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



64 

(AC004667) unknown protein [Arabidopsis thaliana] 
302455 

fdz701158796.hl 

BLASTX 

g4006892 

221 

2.0e-18 

70 
56 

(Z99708) glucosyltransf erase-like protein [Arabidopsis 
thaliana] 

302456 

fdz701158805.hl 

BLASTX 

g4006831 

143 

3.0e-09 

80 

39 

(AC005970) putative reverse transcriptase [Arabidopsis 
thaliana] 

302457 

fdz701158835.hl 

BLASTX 

g4506183 

332 

2.0e-31 

70 
90 

proteasome (prosome, macropain) subunit, alpha type, 3 
>gi__130859_sp_P25788_PRC8_HUMAN PROTEASOME COMPONENT C8 
(MACROPAIN SUBUNIT C8) (MULT I CATALYTIC ENDOPEPTIDASE 

COMPLEX SUBUNIT C8) >gi_67730_pir SNHUC8 multicatalytic 

endopeptidase complex (EC 3.4.99.46) chain C8 - human 
>gi__220028_dbj_BAA00659_ (D007 62) proteasome subunit C8 
[Homo sapiens] 

302458 

fdz701158873.hl 

BLASTX 

g417216 

380 

5.0e-37 

83 

90 

KINESIN HEAVY CHAIN (UBIQUITOUS KINESIN HEAVY CHAIN) (UKHC) 

>gi_476345_pir A41919 kinesin heavy chain - human 

>gi_34083_emb_CAA467G3_ (X65873) kinesin heavy chain [Homo 
sapiens] 

302459 

fdz701158918.h2 
BLASTX 



42692 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g729366 
228 

3.0e-19 

59 
73 

PHOS PHAT I D YLSERI NE DECARBOXYLASE PROENZYME 1 PRECURSOR 

>gi_542338_pir A48053 phosphatidylserine decarboxylase (EC 

4.1.1.65) - yeast (Saccharomyces cerevisiae) >gi_414845 
(L20973) phosphatidylserine decarboxylase [Saccharomyces 
cerevisiae] >gi_1302147_emb_CAA96063_ (Z71448) ORF YNL169c 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302460 

fdz701158929.h2 

BLASTX 

g423988 

192 

6.0e-15 

71 

56 

serine/threonine kinase homolog PR025 - Arabidopsis 
thaliana >gi_166813 (L04999) serine threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302461 

fdz701158984.h2 

BLASTX 

g3228517 

243 

6.0e-21 

85 
58 

(AF007788) ETTIN [Arabidopsis thaliana] 
302462 

fdz701158985.h2 

BLASTN 

g533251 

129 

2.0e-66 

129 

100 

Zea mays (clone pSM8) sucrose synthase 2 (Susl) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



302463 

fdz701158995.h2 

BLASTN 

g22223 

70 

3.0e-31 

117 
92 

Maize cab-1 gene for chlorophyll a/b-binding protein 
302464 

fdz701159002.hl 



42693 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4490330 

172 

1.0e-12 

40 

78 

(AL035656) 
thaliana] 



splicing factor-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302465 

fdz701159041.hl 

BLASTN 

g439712 

120 

2.0e-61 

128 
98 

Human mRNA for precursor of P100 serine protease of 
Ra-reactive factor, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302466 

fdz701159048.hl 

BLASTN 

g4185305 

105 

3.0e-52 

213 
96 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 


302467 


Seq. ID 


fdz701159080.hl 


Method 


BLASTN 


NCBI GI 


g516248 


BLAST score 


53 


E value 


4.0e-21 


Match length 


126 


% identity 


88 


NCBI Description 


A. thaliana gene for porphobilinogen deaminase 


Seq. No. 


302468 


Seq. ID 


fdz701159089.hl 


Method 


BLASTN 


NCBI GI 


g4505256 


BLAST score 


68 


E value 


4.0e-30 


Match length 


76 


% identity 


97 


NCBI Description 


Homo sapiens moesin (MSN) mRNA 




>gi 188625 gb M69066_HUMMOESIN Human moesin mRNA, 




cds 


Seq. No. 


302469 


Seq. ID 


fdz701159095.hl 



42694 



Method 


BLASTX 




NCBI GI * 


g3923095 




BLAST score 


372 




E value 


4.0e-36 




Match length 


85 




% identity 


80 




NCBI Description 


(AC005770) putative protein kinas< 


Seq. No. 


302470 




Seq. ID 


fdz701159541.hl 




Method 


BLASTN 




NCBI GI 


g4557596 




BLAST score 


159 




E value 


2.0e-84 




Match length 


239 




% identity 


92 




NCBI Description 


Homo sapiens gamma filamin 


(FLNC) 




>gi 4218954 gb AF089841 AF089841 ; 




(ABPL) niRNA, complete cds 




Seq. No. 


302471 




Seq. ID 


fdz701159557.hl 




Method 


BLASTN 




NCBI GI 


g598826 




BLAST score 


128 




E value 


8.0e-66 




Match length 


151 




% identity 


96 




NCBI Description 


Human HepG2 3 T region Mbol 


cDNA f i 


Seq, No. 


302472 




Seq. ID 


fdz701159606.hl 




Method 


BLASTX 




NCBI GI 


gl082356 




BLAST score 


279 




E value 


3.0e-25 




Match length 


78 




% identity 


74 




NCBI Description 


epidermal autoantigen 450K 


(clone 




(fragment) 




Seq. No. 


302473 




Seq. ID 


fdz701159648.hl 




Method 


BLASTN 




NCBI GI 


g3873185 




BLAST score 


44 




E value 


1.0e-15 




Match length 


68 




% identity 


91 




NCBI Description 


Homo sapiens chromosome 17, 


clone 




sequence [Homo sapiens] 




Seq. No. 


302474 




Seq. ID 


fdz701159654.hl 




Method 


BLASTX 




NCBI GI 


g3036802 




BLAST score 


151 





mRNA 



clone hmd4f06m3 



human 



hRPC.906 A 24, complete 



42695 



E value 
Match length 
% identity 
NCBI Description 



3.0e-10 

39 

69 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805864j5mb_CAA21484_ (AL031986) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302475 

fdz701159655.hl 

BLASTX 

g3746127 

245 

4.0e-21 

59 

78 

(U76253) E25B protein [Mus musculus] 
302476 

fdz701159660.hl 

BLASTX 

g3176686 

208 

7.0e-29 

84 

71 

(AC003671) Similar to high affinity potassium transporter, 
HAK1 protein gb_U22945 from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 



Seq. No. 


302477 


Seq. ID 


fdz701159674.hl 


Method 


BLASTX 


NCBI GI 


g695411 


BLAST score 


311 


E value 


6.0e-29 


Match length 


62 


% identity 


100 


NCBI Description 


(D49475) glutamate 


Seq. No. 


302478 


Seq. ID 


fdz701159693.hl 


Method 


BLASTX 


NCBI GI 


gl841546 


BLAST score 


266 


E value 


1.0e-23 


Match length 


63 


% identity 


28 


NCBI Description 


(U89337) tenascin 


Seq. No. 


302479 


Seq. ID 


fdz701159701.h2 


Method 


BLASTN 


NCBI GI 


g2822137 


BLAST score 


66 


E value 


5.0e-29 


Match length 


144 


% identity 


88 



[Zea mays] 



42696 




NCBI Description 


Human Chromosome X, complete sequence [Homo sapiens] 


Seq. No. 


302480 


Seq. ID 


fdz701159702.h2 


Method 


BLASTX 


NCBI GI 


g2827631 


BLAST score 


259 


E value 


9.0e-23 


Match lencth 


67 


% identity 


73 


NCBI Description 


(AL021636) putative protein [Arabidopsis thaliana] 


Seq. No. 


302481 


Seq. ID 


fdz701159740.h2 


Method 


BLASTN 


NCBI GI 


g2995989 


BLAST score 


44 


E value 


1.0e-15 


Match lencrth 


68 


% identity 


91 


NCBI Description 


Arabidopsis thaliana dormancy-associated protein (DRM1 




mRNA, complete cds 


Seq. No. 


302482 


Seq. ID 


fdz701159769.h2 


Method 


BLASTX 


NCBI GI 


g202719 


BLAST score 


183 


E value 


3.0e-19 


M3"hnh 1 f^ncrth 


60 


% i dpnt* it v 


87 


NCBI Description 


(M96160) adenylyl cyclase type VI [Rattus norvegicus] 


Sea No. 


302483 


Seq. ID 


fdz701159825.hl 


Method 


BLASTN 


NCBI GI 


g3043553 


BLAST score 


85 


E value 


3.0e-40 


Match length 


201 


% identity 


86 


NCBI Description 


Homo sapiens mRNA for KIAA0515 protein, partial cds 


Seq. No. 


302484 


Seq. ID 


fdz701159840.hl 


Mpthod 


BLASTN 


NCBI GI 


g598826 


BLAST score 


60 


E value 


3.0e-25 


Msfph 1 f^ncrth 

1 a CI K~ OJll J-V'Xl^J Oil 


80 




94 


NCBI Description 


Human HepG2 3 T region Mbol cDNA, clone hmd4f06m3 


Seq. No. 


302485 


Seq. ID 


fdz701159865.hl 


Method . 


BLASTN 


. NCBI GI 


g2133864 



42697 



BLAST score 
E value 
Match length 
% identity 



124 

2.0e-63 
180 
92 



NCBI Description Genomic sequence from Human 13, complete sequence [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302486 

fdz701159877.hl 

BLASTX 

g2494132 

183 

7.0e-14 

74 

42 

(AC002376) Contains similarity to human dimethylaniline 
monooxygenase (gb_M64082) . [Arabidopsis thaliana] 

302487 

fdz701160317.hl 

BLASTX 

g2924779 

167 

7.0e-12 

87 
47 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 

302488 

fdz701160329.hl 

BLASTX 

g3395439 

181 

1.0e-13 

47 
77 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
302489 

fdz701160335.hl 

BLASTN 

g435458 

79 

1.0e-36 

183 

87 

Proso millet gene for aspartate aminotransferase, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



302490 

fdz701160361.hl 

BLASTX 

g3785989 



42698 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301 

1.0e-27 

92 
62 

(AC005560) unknown protein [Arabidopsis thaliana] 
302491 

fdz701160362.hl 

BLASTN 

gl418758 

77 

2.0e-35 

224 

84 

H. sapiens mRNA for AFX protein 
302492 

fdz701160396.hl 

BLASTX 

g4508041 

237 

3.0e-20 

73 

62 

zinc finger protein 91 (HPF7, HTF10) 

>gi 549839_sp_Q05481_ZN91_HUMAN ZINC FINGER PROTEIN 91 

(ZINC FINGER PROTEIN HTF10) (HPF7) >gi_4797 66_pir S35305 

finger protein ZNF91 - human >gi_186774 (L11672) zinc 
finger protein [Homo sapiens] 

302493 

fdz701160405.hl 

BLASTX 

g!911550 

317 

1.0e-29 

79 

80 

(S80867) smooth muscle myosin light chain kinase, smMLCK 
{C-terminal} [sheep, myometrial tissue, day 127 of 
gestation, Peptide Partial, 438 aa] [Ovis aries] 



Seq. No. 302494 

Seq. ID fdz701160489.hl 

Method BLASTX 

NCBI GI g3928091 

BLAST score 219 

E value 3.0e-18 

Match length 72 

% identity 56 

NCBI Description (AC005770) unknown protein [Arabidopsis thaliana] 

Seq. No. 302495 

Seq. ID fdz701160496.hl 

Method BLASTX 

NCBI GI g631502 

BLAST score 147 



42699 



E value 
Match length 
% identity 
NCBI Description 



6.0e-10 

54 

54 

finger protein HZF9, Krueppel-related - human (fragment) 
>gi_498736_emb_CAA55532_ (X78932) zinc finger protein [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302496 

fdz701160503.hl 

BLASTX 

g479413 

352 

1.0e-33 

97 

72 

myosin-like protein - Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



302497 

fdz701160593.hl 

BLASTX 

g3885515 



BLAST score 


330 


E value 


4.0e-31 


Match length 


64 


% identity 


95 


NCBI Description 


(AF084202) similar to ribosc 




sativa] 


Seq. No. 


302498 


Seq. ID 


fdz7011 60651 . nl 


Method 




NCBI GI 


g4455293 


BLAST score 


161 


E value 


3.0e-ll 


Match length 


69 


% identity 


51 


NCBI Description 


(AL035528) putative protein 


Seq. No. 


302499 


Seq. ID 


fdz701160659.hl 


Method 


BLASTN 


NCBI GI 


g3873182 


BLAST score 


143 


E value 


9.0e-75 


Match length 


273 


% identity 


89 


NCBI Description 


Homo sapiens chromosome 17, 




sequence [Homo sapiens] 


Seq. No. 


302500 


Seq. ID 


fdz701160738.hl 


Method 


BLASTX 


NCBI GI 


gl32819 


BLAST score 


260 


E value 


6.0e-23 


Match length 


64 


% identity 


77 



clone hRPK.235 I 10, complete 



42700 




NCBI Description SOS RIBOSOMAL PROTEIN L24, CHLOROPLAST PRECURSOR (CL24) 

>gi 71307_pir R5PM24 ribosomal protein L24 precursor, 

chloroplast - garden pea >gi_20873_emb_CAA32185_ (X14020) 
CL24 ribosomal preprotein (AA -39 to 155) [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302501 

fdz701160780.hl 

BLASTN 

g2921303 

176 

2.0e-94 

240 
94 

Zea mays herbicide safener binding protein (SBP1) mRNA f 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302502 

fdz701160796.hl 

BLASTX 

g2130022 

250 

7.0e-22 

58 

76 

aldose reductase homolog - wild oat >gi_1155213 (U21747) 
aldose reductase-related protein [Avena fatua] 
>gi_1587923_prf 2207360A aldose reductase [Avena fatua] 



Seq. No. 


302503 


Seq. ID 


fdz701160819.hl 


Method 


BLASTX 


NCBI GI 


g2058282 


BLAST score 


218 


E value 


5.0e-18 


Match length 


49 


% identity 


84 


NCBI Description 


(X97377) atranbpla 


Seq. No. 


302504 


Seq. ID 


fdz701160826.hl 


Method 


BLASTX 


NCBI GI 


g4337175 


BLAST score 


215 


E value 


1.0e-17 


Match length 


67 


% identity 


63 


NCBI Description 


(AC006416) ESTs gb 



gb_R84180, gb_R65428, gb_T44439, gb_T76570, 
gb_T45020, gb_T42457, gb_T20921 / gb_AA042762 and 

[Arabidopsis thaliana] 



gb_T04111 / 
gb_R90004, 

gb_AA720210 come from this gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



302505 

fdz701160833.hl 

BLASTX 

gl34194 

340 

2.0e-32 



42701 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 
89 

STRESS-INDUCED PROTEIN SAM22 >gi_99918_pir S20518 

hypothetical protein - soybean >gi_18744_emb_CAA42646_ 
(X60043) ORF [Glycine max] 

302506 

fdz701160857.hl 

BLASTX 

g3063459 

142 

3.0e-09 
60 
48 

(AC003981) F22013, 



21 [Arabidopsis thaliana] 



302507 

fdz70116Q861.hl 

BLASTX 

g3242729 

166 

2.0e-15 

55 

80 

(AC003040) curly leaf protein (polycomb- group) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302508 

fdz701160914.hl 

BLASTX 

g4539662 

318 

1.0e-29 

88 

69 

(AF061282) polyprotein 



302509 

fdz701160915.hl 

BLASTN 

g22504 

94 

1.0e-45 

94 

100 

Maize DNA for U6 



[Sorghum bicolor] 



small nuclear RNA (snRNA) 



302510 

fdz701160925.hl 

BLASTX 

g2431769 

164 

1.0e-ll 

59 

51 

(U62752) acidic ribosomal protein Pla [Zea mays] 



42702 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302511 

fdz701160926.hl 

BLASTX 

g2828293 

179 

3.0e-13 

50 
72 

(AL021687) putative protein [Arabidopsis thaliana] 
302512 

fdz701160956.hl 

BLASTX 

g452593 

311 

6.0e-29 

84 

69 

(D21814) ORF [Lilium longiflorum] 
302513 

fdz701161033.hl 

BLASTX 

g4249409 

169 

2.0e-12 

60 

47 

(AC006072) putative sugar transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



302514 

fdz701161040.hl 

BLASTX 

g4432861 

150 

5.0e-10 

40 

62 

(AC006300) hypothetical protein [Arabidopsis thaliana] 
302515 

fdz701161050.hl 

BLASTX 

g2723473 

220 

3.0e-18 

48 

96 

(D89726) defender against apoptotic death 1 protein [Oryza 
sativa] >gi_2723883_dbj_BAA24104_ (D89727) defender against 
apoptotic death 1 protein [Oryza sativa] 

302516 

fdz701161080.hl 

BLASTN 

g2921303 



42703 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



125 

4.0e-64 

221 

89 

Zea mays herbicide safener binding protein (SBP1) mRNA, 
complete cds 

302517 

fdz701161090.hl 

BLASTX 

g730536 

421 

8.0e-42 

85 

95 

60S RIBOSOMAL PROTEIN L23 >gi_310933 (L18915) 60S nbosomal 
protein subunit L17 [Nicotiana tabacum] 

302518 

fdz701161091.hl 

BLASTX 

g2498078 

345 

6.0e-33 

70 

94 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 
>gi_1236951 (U50150) nucleoside diphosphate kinase [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302519 

fdz701161177.hl 

BLASTX 

g3287696 

316 

2.0e-29 

86 

71 

(AC003979) Strong similarity to phosphoribosylanthranxlate 
transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 
[Arabidopsis thaliana] 

302520 

fdz701161239.hl 

BLASTX 

g730456 

249 

1.0e-21 

62 

74 

4 OS RIBOSOMAL . PROTEIN SI 9 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



302521 

fdz701161251.hl 

BLASTX 

g4102839 



42704 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



253 

4.0e-22 

84 

57 

(AF016713) LeOPTl [Lycopersicon esculentum] 
302522 

fdz701161301.hl 

BLASTX 

g4204268 

253 

4.0e-22 

87 
61 

(AC005223) 62134 [Arabidopsis thaliana] 



302523 

fdz701161303.hl 

BLASTX 

g66615 

297 

3.0e-27 

57 
98 

glutathione transferase 



(EC 2.5.1.18) I - maize 



302524 

fdz701161321.hl 

BLASTX 

g4006878 

207 

9.0e-17 

53 

64 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 
302525 

fdz701161385.hl 

BLASTN 

g857572 

77 

2.0e-35 

121 

91 

Oryza sativa U2 small nuclear RNA (U2snRNA) gene, complete 
sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302526 

fdz701161389.hl 

BLASTX 

g3645898 

424 

3.0e-42 

82 

99 

(U68408) 
mutation 



in- frame stop codon; 
[Zea mays] 



possibly a, post-transposition 



42705 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302527 

fdz701161395.hl 

BLASTX 

g70774 

145 

2.0e-09 

55 

69 

histone H4 (TH091) - 
[Triticum aestivum] 

302528 

fdz701161413.hl 

BLASTX 

g!02457 

404 

7.0e-40 

79 

96 

actin 1 and actin 3 
>gi_552061 (J01042) 
>gi_552063 (J01044) 



wheat >gi_170747 (M12277) histone H4 



- Caenorhabditis elegans (fragment) 
actin [Caenorhabditis elegans] 
actin [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302529 

fdz701161418.hl 

BLASTX 

g!173055 

230 

7.0e-22 

72 

75 

60S RIBOSOMAL PROTEIN Lll (L5) >gi__541961_pir S424 97 

ribosomal protein Lll.e - alfalfa >gi_1076504_pir S51819 

RL5 ribosomal protein - alfalfa >gi_463252_emb_CAA55090_ 
(X78284) RL5 ribosomal protein [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302530 

fdz701161419.hl 

BLASTN 

g433706 

146 

1.0e-76 

265 

89 

Z.mays PRP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302531 

fdz701161428.hl 

BLASTN 

gl8743 

86 

6.0e-41 

166 

89 

G.max mRNA from stress-induced gene (SAM22) 



42706 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302532 

fdz701161446.hl 

BLASTX 

g3212852 

250 

8.0e-22 

80 

59 

(AC004005) unknown protein [Arabidopsis thaliana] 
302533 

fdz701161549.hl 

BLASTN 

g3851004 

45 

2.0e-16 

69 
93 

Zea mays pyruvate dehydrogenase El alpha subunit RNA, 
nuclear gene encoding mitochondrial protein, complete cds 



Seq. No. 




Seq. ID 


rdz / u nolo oz . ni 


Method 


rSLtAblJN 


NCBI GI 


g347843 


BLAST score 


78 


E value 


c fid — *3£ 

3 . ue o o 


Match lengtn 


00 Q 


% identity 


Q A 


NCBI Description 


7«a mawo n~\ nhn 1 i n — 1 rrfan^ T» T OTT1 ot Pf TeCfion 


Seq. No. 


302535 


Seq. ID 


fdz701161573.hl 


Method 


BLASTX 


NCBI GI 


g4539334 


BLAST score 


195 


E value 


2.0e-15 


Match length 


83 


% identity 


48 


NCBI Description 


(AL035539) putative protein [Arabidopsis 


Seq. No. 


302536 


Seq. ID 


fdz701161635.hl 


Method 


BLASTN 


NCBI GI 


gl815627 


BLAST score 


47 


E value 


2.0e-17 


Match length 


111 


% identity 


86 


NCBI Description 


Oryza sativa metallothionein-like type 2 




complete cds 


Seq. No. 


302537 


Seq. ID 


fdz701161649.hl 


Method 


BLASTN 


NCBI GI 


g3646023 


BLAST score 


181 



(OsMT-2) mRNA, 



42707 




E value 2.0e-97 
Match length 241 
% identity 94 

NCBI Description Human DNA sequence from clone 1033B10 on chromosome 

6p21.2-21.31. Contains the BING5 gene, exons 11 to 15 of 
the BING4 gene, the gene for GalT3 

(beta3-Galactosyltransf erase) , the RPS18 (40S ribosomal 
protein S18) gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302538 

fdz701161651.hl 

BLASTN 

gl68654 

45 

2.0e-16 

169 

87 

Zea mays ADP glucose pyrophosphorylase (shrunken-2) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302539 

fdz701161691.hl 

BLASTN 

g236729 

82 

2.0e-38 

206 

85 

metallothionein homologue [Zea mays, 



Genomic/mRNA, 1859 nt] 



302540 

fdz701161720.hl 

BLASTX 

g2500497 

214 

7.0e-26 

67 

78 

40S RIBOSOMAL PROTEIN S21 >gi_1419372_emb_CAA67225_ 
(X98656) ribosomal protein S21 [Zea mays] 



Seq. No. 302541 

Seq. ID fdz701161725.hl 

Method BLASTN 

NCBI GI gl089800 

BLAST score 154 

E value 2.0e-81 

Match length 174 

% identity 97 

NCBI Description Rice mitochondrial atp9 gene for ATPase subunt 9, parti 
sequence 



Seq. No. 302542 

Seq. ID fdz701161757.hl 

Method BLASTX 

NCBI GI g4191786 

BLAST score 201 



42708 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



5.0e-16 

86 
53 

(AC005917) unknown protein [Arabidopsis thaliana] 
302543 

fdz701161780.hl 

BLASTN 

g3435156 



BLAST score 


198 


E value 


1.0e-107 


Match length 


248 


% identity 


96 


NCBI Description 


Homo sapiens TACC1 (TACC1) mRNA, complete cds 


Seq. No. 


302544 


Seq. ID 


fdz701161787.hl 


Method 


BLASTN 


NCBI GI 


g2780183 


BLAST score 


121 


E value 


9.0e-62 


Match length 


205 


% identity 


93 


NCBI Description 


Human DNA sequence from PAC 509L4 on chromosome 




6q22.1-6q22.33. Contains SSX3 like pseudogene, ] 


Seq. No. 


302545 


Seq. ID 


fdz701161796.hl 


Method 


BLASTX 


NCBI GI 


g2245394 


BLAST score 


297 


E value 


4.0e-27 


Match length 


88 


% identity 


64 


NCBI Description 


(U89771) ARFl-binding protein [Arabidopsis thai. 

* 


Seq. No. 


302546 


Seq. ID 


fdz701161849.hl 


Method 


BLASTN 


NCBI GI 


g4240280 


BLAST score 


67 


E value 


2.0e-29 


Match length 


118 


% identity 


91 


NCBI Description 


Homo sapiens mRNA for KIAA0896 protein, partial 


Seq. No. 


302547 


Seq. ID 


fdz701161875.hl 


Method 


BLASTX 


NCBI GI 


g2352947 


BLAST score 


187 


E value 


2.0e-14 


Match length 


75 


% identity 


59 


NCBI Description 


(AF020091) smooth muscle myosin heavy chain SMI 



STS 



sapiens] 



42709 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302548 

fdz701161890.hl 

BLASTX 

gll68968 

223 

1.0e-18 

52 
85 

SPLICING FACTOR, ARGININE/ SERINE-RICH 5 (PRE-MRNA SPLICING 
FACTOR SRP40) (INSULIN- INDUCED GROWTH RESPONSE PROTEIN 

CL-4) {DELAYED-EARLY PROTEIN HRS) >gi_539957_pir B47112 

growth response protein HRS, insulin-induced - rat 
>gi_349079 (L13635) growth response protein [Rattus rattus] 



Seq. No. 


302549 


oeq. ±u 


friz701161896 hi 


Tv/T/~\ 4— \-\ /-\ /-J 

L v iei.no a 










281 


E value 




LYiaLcn ±engtn 


ft 1 


Q- i Hani" i 'l"^?' 


72 




(T. 44140} filamin THomo sapiens! 


Seq. No. 


302550 


Seq. ID 


fdz701162792.hl 


Method 


BLASTN 


NCBI GI 


g4406685 


BLAST score 


206 


E value 


1.0e-112 


Match length 


254 


% identity 


95 


NCBI Description 


Homo sapiens clone 25015 mRNA s 


Seq. No. 


302551 


Seq. ID 


fdz701162849.hl 


Method 


BLASTN 


NCBI GI 


g3522919 


BLAST score 


38 - 


E value 


3.0e-12 


Match length 


98 


% identity 


85 


NCBI Description 


Homo sapiens chromosome 16, PI 



clone 109-9G (LANL) , 
complete sequence [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302552 

fdz701162915.hl 

BLASTX 

g321246 

277 

5.0e-25 

64 

83 

smooth muscle protein SM22 homolog 



mouse 



Seq. No. 
Seq. ID 



302553 

fdz701162937.hl 



42710 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl572626 

38 

4.0e-12 

50 

94 

Triticum aestivum Cu/Zn superoxide dismutase (SOD1.2) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302554 

fdz701162994.hl 

BLASTN 

g3789715 

71 

5.0e-32 

131 
96 

Homo sapiens chromosome 17, clone hRPK. 62_F_10, complete 
sequence [Homo sapiens] 

302555 

fdz701163001.hl 

BLASTN 

g4503482 

214 

1.0e-117 

265 

95 

Homo sapiens eukaryotic translation elongation factor 2 
(EEF2) mRNA >gi_31105_emb__X514 66_HSEF2 Human mRNA for 
elongation factor 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302556 

fdz701163061.hl 

BLASTX 

g!68489 

308 

1.0e-28 

60 

97 

(M16902) glutathione S-transferase I [Zea mays] >gi_168491 
(M16901) glutathione S-transferase I [Zea mays] 

>gi_225458_prf 1303351A transferase, glutathione S [Zea 

mays] 



302557 

fdz701163075.hl 

BLASTX 

g4503163 

374 

3.0e-36 

87 

86 

cullin 2 >gi_2493907_sp_Q13617_CUL2_HUMAN CULLIN HOMOLOG 2 
(CUL-2) >gi_1923243 (U83410) CUL-2 [Homo sapiens] 



Seq. No. 



302558 



42711 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fdz701163096.hl 

BLASTN 

gl78996 

118 

5.0e-60 

193 

91 

Human arginine-rich nuclear protein mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302559 

fdz701163101.hl 

BLASTN 

g3033550 

172 

4.0e-92 

196 

97 

Homo sapiens secreted frizzled related protein mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302560 

fdz701163146.hl 

BLASTX 

g3367568 

226 

3.0e-19 

51 

78 

(AL031135) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 


302561 


Seq. ID 


fdz701163190.hl 


Method 


BLASTX 


NCBI GI 


g3256066 


BLAST score 


309 


E value 


6.0e-29 


Match length 


78 


% identity 


85 


NCBI Description 


(Y13987) chloroplast 


Seq. No. 


302562 


Seq. ID 


fdz701163196.hl 


Method 


BLASTX 


NCBI GI 


g3169719 


BLAST score 


221 


E value 


2.0e-18 


Match length 


76 


% identity 


61 


NCBI Description 


(AF007109) similar t< 


Seq. No. 


302563 


Seq. ID 


fdz701163288.hl 


Method 


BLASTX 


NCBI GI 


g2739383 


BLAST score 


146 


E value 


8.0e-10 



42712 



Match' length 
% identity ^ - 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 
50 

(AC002505) unknown protein [Arabidopsis thaliana] 
302564 

fdz701163289.hl 

BLASTN 

g386158 

222 

1.0e-122 

254 

97 

TLS/CHOP=hybrid gene {translocation breakpoint} [human, 
myxoid liposarcomas cells, mRNA Mutant, 1682 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302565 

fdz701163303.hl 

BLASTN 

g4416300 

41 

7.0e-14 

45 

98 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302566 

fdz701163417.hl 

BLASTX 

g2829889 

165 

7.0e-12 

42 

86 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
302567 

fdz701163433.hl 

BLASTX 

g4337198 

153 

2.0e-10 

59 
54 

(AC006403) putative auxin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302568 

fdz701163462.hl 

BLASTX 

g4559358 

140 

8.0e-09 

57 
47 

(AC006585). putative steroid binding protein [Arabidopsis 
thaliana] 



42713 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302569 

fdz701163475.hl 

BLASTN 

g998429 

97 

2.0e-47 

221 

49 

GRFl^general regulatory factor [Zea mays, 
5348 nt] 



XL80, Genomic, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302570 

fdz701163478.hl 

BLASTX 

g4587595 

161 

3.0e-ll 

37 

78 

(AC006951) putative proline-rich protein APG [Arabidopsis 
thaliana] 

302571 

fdz701163510.hl 

BLASTX 

g3850576 

365 

2.0e-35 

80 

82 

(AC005278) Strong similarity to gb_U04968 nucleotide 
excision repair protein (ERCC2) from Cricetulus grisseus. 
[Arabidopsis thaliana] 

302572 

fdz701163552.hl 

BLASTX 

g4160532 

142 

4.0e-09 

42 
60 

(AJ011304) sphingosine-l-phosphate lyase [Homo sapiens] 
302573 

fdz701163594.hl 

BLASTX 

g2244951 

304 

4.0e-28 

63 

87 

(Z97340) strong similarity to dynein light chain 
[Arabidopsis thaliana] 



Seq. No. 



302574 



42714 



Seq. ID fdz701163950.hl 

Method BLASTX 

NCBI GI g4406808 

BLAST score 142 

E value 2.0e-09 

Match length 43 

% identity 72 

NCBI Description (AC006201) unknown protein [Arabidopsis thaliana] 

Seq. No. 302575 

Seq. ID fdz701164037.hl 

Method BLASTX 

NCBI GI g!929412 

BLAST score 210 

E value 3.0e-17 

Match length 58 

% identity 71 

NCBI Description (Z93772) protein phosphatase type 2A [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302576 

fdz701164040.hl 

BLASTX 

g2129550 

154 

2.0e-10 

64 
50 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium- dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4454034_emb_CAA23031.1_ (AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 



Seq. No. 


302577 


Seq. ID 


fdz701164107.hl 


Method 


BLASTX 


NCBI GI 


g3192929 


BLAST score 


265 


E value 


9.0e-24 


Match length 


67 


% identity 


85 


NCBI Description 


(AF068688) malate dehydrogenase 


Seq. No. 


302578 


Seq. ID 


fdz701164108.hl 


Method 


BLASTX 


NCBI GI 


gl31772 


BLAST score 


164 


E value 


6.0e-12 


Match length 


44 


% identity 


80 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S14 (CLONE 




>gi_82723_pir A30097 ribosomal ] 




maize 



(clone MCH1) 



42715 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302579 

fdz701164124.hl 

BLASTN 

gl710211 

169 

2.0e-90 

204 

96 

Human clone 23732 mRNA, partial cds 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302580 

fdz701164182.hl 

BLASTN 

g!245964 

99 

1.0e-48 

155 

92 

basic calponin [human, aorta, 



mRNA, 1496 nt] 



Seq. No. 




Seq. ID 


-FH -77011 £41 fiR hi 


H jr _ +. Via/J 

Me tnoa 




NCBI GI 


g4538993 


BLAST score 


384 


E value 


2. . Ue- J / 


Match length 


y / 


% identity 


fu 


NCBI Description 


^AliU4iy4oXJ pULaUlve HOST, Xt 




thaliana] 


Seq. No. 


302582 


Seq. ID 


fdz701164196.hl 


Method 


BLASTX 


NCBI GI 


gl841870 


BLAST score 


209 


E value 


4.0e-17 


Match length 


68 


% identity 


63 


NCBI Description 


(U87222) elongation factor 


Seq. No. 


302583 


Seq. ID 


fdz701164221.hl 


Method 


BLASTN 


NCBI GI 


g21892 


BLAST score 


95 


E value 


4.0e-46 


Match length 


147 


% identity 


91 


NCBI Description 


T.aestivum (clone pTAU1.3) 


Seq. No. 


302584 


Seq. ID 


fdz701164237.hl 


Method 


BLASTX 


NCBI GI 


g4530611 


BLAST score 


342 



42716 



E value 
Match length 
% identity 
NCBI Description 



2.0e~32 

75 

89 

(AF134552) serine/threonine protein phosphatase PP2A-2 
catalytic subunit [Oryza sativa subsp. indica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302585 

fdz701164258.hl 

BLASTX 

g2494164 

163 

8.0e-12 

51 

55 

PROBABLE DNA LIGASE ( POLYDEOXYRI BONUCLEOT I DE SYNTHASE 
(ATP) ) >gi_3874 600_emb_CAA98242__ (Z73970) predicted using 
Genefinder; Similarity to Mouse DNA ligase I 
(SW:DNL1_M0USE) ; cDNA EST yk320hll.3 comes from this gene 
cDNA EST yk320hll.5 comes from this gene; cDNA EST 
yk398all.3 comes from this gene; cDNA EST yk398 

302586 

fdz701164322.hl 

BLASTN 

gl68402 

39 

1.0e-12 
47 
96 

Maize transposable 
locus 



element Activator (Ac9) from the waxy 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



302587 

fdz701164339.hl 

BLASTX 

g3122673 

286 

3.0e-26 

56 

93 

60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB10447_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 

302588 

fdz701164348.hl 

BLASTX 

gl209703 

196 

2.0e-15 

71 

49 

(U40489) maize gll homolog [Arabidopsis thaliana] 
302589 

fdz701164538.hl 

BLASTN 

g4062933 



42717 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

4.0e-49 

156 

91 

Hordeum vulgare mRNA for formate dehydrogenase, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302590 

fdz701164553.hl 

BLASTN 

gl518673 

44 

1.0e-15 

80 
89 

Zea mays beta-D-glucosidase (glul) 
transposon 1, complete sequence 



gene, intron 4 



Seq. No. 


302591 


beq. id 


lUZ /UIl040DD.ni 


Method 


BLASTX 


NCBI GI 


— O O O O O A A 

g2832300 


BLAST score 


zoo 


E value 


7 Do— 90 


jyiaucn _Lenyi_.n 


£ 9 


% identity 


60 


NCBI Description 


(AF044285) adenosine-5 1 -phosphosulf ate- 




roseus] 


Seq. No. 


302592 


Seq. ID 


fdz701164639.hl 


Method 


BLASTX 


NCBI GI 


g3688186 


BLAST score 


321 


E value 


4.0e-30 


Match length 


66 


% identity 


85 


NCBI Description 


(AL031804) putative protein [Arabidops 


Seq. No. 


302593 


Seq. ID 


fdz701164739.hl 


Method 


BLASTX 


NCBI GI 


gl709358 


BLAST score 


160 


E value 


1.0e-18 


Match length 


70 


% identity 


67 


NCBI Description 


NUCLEOSIDE-TRIPHOSPHATASE (NUCLEOSIDE 1 



PHOSPHOHYDROLASE) (NTPASE) >gi_629638__pir S48859 

nucleoside triphosphatase - garden pea 

>gi_2129890_pir S65147 nucleoside triphosphatase 

precursor, chromatin-associated - garden pea 
>gi_563612_emb_CAA83655__ (Z32743) nucleoside triphosphatase 
[Pisum sativum] >gi_4519173_dbj_BAA75506 . 1_ (AB022319) 
nucleoside triphosphatase (NTPase) [Pisum sativum] 



Seq. No. 



302594 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fdz701164745.hl 

BLASTN 

gl906603 

137 

4.0e-71 

272 
91 

Zea mays ACCase gene, intron containing colonistl and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 

302595 

fdz701164771.hl 

BLASTX 

gl351359 

218 

6.0e-18 

54 
67 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 7.8 KD PROTEIN 

(MITOCHONDRIAL HINGE PROTEIN) (CR7) >gi_107 17 88_pir S4 8 690 

ubiquinol — cytochrome-c reductase (EC 1.10.2.2) 11K protein 
- potato >gi_488712_emb_CAA55860_ (X79273) 
ubiquinol—cytochrome c reductase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302596 

fdz701164791.hl 

BLASTX 

gl280208 

344 

1.0e-32 

82 

87 

(L76937) Homo sapiens Werner syndrome gene, complete cds 
[Homo sapiens] >gi_3719421 (AF091214) WRN [Homo sapiens] 

302597 

fdz701164834.hl 

BLASTN 

g798835 

97 

3.0e-47 

145 

92 

H. sapiens mRNA for purinergic receptor 
>gi_1408419_gb__G28604_G28604 human STS SHGC-35403 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302598 

fdz701164854.hl 

BLASTX 

g4098331 

207 

8.0e-17 

51 
76 

(U76896) beta-tubulin 5 



[Triticum aestivum] 



42719 




»3 VJ • v * 


302599 


Seq. ID 


fdz701164857.hl 


Mpt hod 


BLASTN 


NCBI GI 


g598826 


BLAST score 


120 


E value 


5.0e-61 


Match length 


150 




95 


NCBI Description 


Human HepG2 3 T region Mbol cDNA, clone hmd4f06m3 




302600 

\J £^ \J \J \J 


Seq. ID 


fdz701164866.hl 




RLASTN 

uunu jl. ii 


NCBI GI 


g2738815 


BLAST score 


151 


E value 


1.0e-79 


M^tr*h 1 pnerth 


222 


& i Hprst it v 


92 


NCBI Description 


Homo sapiens P2Y1 receptor (P2YR1) mRNA, partial cds 


Spa No 


302601 


Seq. ID 


fdz701164869.hl 


Mo+"Vi or? 


BLASTX 


1\ ^ J— > -L VJ JL 


g2398829 


BLAST score 


156 


E value 


9.0e-ll 


Mpitr'hi 1 print 1*1 


61 




59 




(Y11220) mitochondrial uncoupling protein [Solanum 




tuberosum] 




302602 

«J \J \J \J 


Sea ID 


fdz701164923.hl 


Mot* 


DJJTliJ X Vi 


NCBI GI 


g3822035 


BLAST score 


166 


F*. va 1 np 


2 . 0e-88 


Ma1"ph 1 pn rrt" Vi 

LICJ.L.^11 ICU^ L. 11 


220 




95 


WPRT Dpcipri nf-i on 

1\ J- L/ChjWJ 1- k* 1 w-t 1 


Zea mays endo-1, 3-1, 4-beta-D-glucanase mRNA, complet 


OCLj. IN *J . 


302603 


Seq. ID 


fdz701165002.hl 


Mpt hod 

L » k_llV_/V^l 


BLASTN 


NCBI GI 


g3659506 


BLAST score 


121 


E value 


1.0e-61 


11 uLUl -Lv^iiy l_ 1 1 


189 




91 


MPRT npcpn* rm 


Homo qanipns PAC clone DJ0997N05 from 7all . 23-Q21 . 1, 




complete sequence [Homo sapiens] 


Seq. No. 


302604 


Seq. ID 


fdz701165005.hl 


Method 


BLASTN 


NCBI GI 


g902200 


BLAST score 


50 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-19 

82 
90 

Z.mays complete chloroplast genome 
302605 

fdz701165011.hl 

BLASTN 

gl321660 

45 

2.0e-16 

69 

91 

Rice mRNA for ascorbate peroxidase, complete cds 



Seq. No. 


302606 


beq* iiJ 


■Frl^7ft1 1 fiSft^fi hi 

I.CLZ / UlIDJUiD • Il-L 


Method 


D JjiiO 1 IN 


NCBI GI 


gzo yo / o u 


jdj_iHo i score 




E value 


o . ue i .7 


Match length 


11 / 


^ iQenr,ir.y 


ft 

o o 


NCBI Description 


^ea mays nitrate inuucea lnvjx piutcin iuisiNri, ^uui^-lci 


Seq. No. 


302607 


Seq. ID 


raz /uiiDouou • m 


Method 


DT 7\ OTY 

rSliAo 1 A 


NCBI GI 


gl /Uo4 dz 


BLAST score 


14 / 


E value 


o . ue-ui? 


Match length 




% identity 




NCBI Description 




(U23796) ILL2 [Arabidopsis thaliana] 


0 0 n Kin 


309608 


Seq. ID 


fdz701165181.hl 


Method 


BLASTN 


NCBI GI 


gl68508 


BLAST score 


33 


E value 


4.0e-09 


Match length 


49 


% identity 


92 


NCBI Description 


Maize oleosin KD18 (KD18; L2) gene, complete cds 


Seq. No. 


302609 


Seq. ID 


fdz701165182.hl 


Method 


BLASTX 


NCBI GI 


g4567302 


BLAST score 


176 


E value 


3.0e-17 


Match length 


72 


% identity 


72 


NCBI Description 


(AC005956) unknown protein [Arabidopsis thaliana] 


Seq. No. 


302610 
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Seq. ID 


fdz701165201. 


.hi 


Method 


BLASTX 




NCBI GI 


g2182029 




BLAST score 


228 




TT. va 1 np 

J— t V d_L Li^Z; 


2.0e-19 






52 




§; "i H f^n t" i t" \/ 


85 




WCBT De* sprint ion 


(Y13437) shaggy 


JwJ *3 VJ * W * 


302611 




Seq. ID 


fdz701165256, 


.hi 


Method 


BLASTX 




NCBI GI 


g2865623 




BLAST score 


221 




E value 


2.0e-18 




Match length 


64 




% identity 


61 




NCBI Description 


(AF045286) 





(OSKetha) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GDP-4-keto-6-deoxy-D-mannose-3, 5-epimerase-4 -reductase 
[Arabidopsis thaliana] 

302612 

fdz701165281.hl 

BLASTX 

g4502507 

318 

7.0e-30 

74 

85 

complement component 5 >giJL16607_sp_P01031_CO5_HUMAN 
COMPLEMENT C5 PRECURSOR (CONTAINS: C5A ANAPHYLATOXIN) 

>gi_68769_pir C5HU complement C5 precursor - human 

>gi_179983 (M57729) complement component C5 [Homo sapiens] 

302613 

fdz701165296.hl 

BLASTN 

g3419837 

60 

1.0e-25 

104 
89 

Homo sapiens chromosome 17, clone hRPK. 214_0_1, complete 
sequence [Homo sapiens] 

302614 

fdz701165330.hl 

BLASTX 

g2183249 

148 

1.0e-13 
49 

84 

(AF002211) glutathione-S-transferase [Triticum aestivum] 
>gi_4185800 (AF109714) glutathione S-transf erase [Triticum 
aestivum] 



42722 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302615 

fdz701165342.hl 

BLASTN 

g22459 

201 

1.0e-109 

217 
98 

Z.mays rab28 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302616 

fdz701165356.hl 

BLASTX 

gl495251 

186 

2.0e-14 

53 

64 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
302617 

fdz701165359.hl 

BLASTN 

g3763941 

76 

8.0e-35 

127 

91 

Homo sapiens clone UWGC: rg041a03 from 7pl4-15, complete 
sequence [Homo sapiens] 

302618 

fdz701165447.hl 

BLASTX 

g3096922 

205 

1.0e-16 

50 
80 

(AL023094) putative protein [Arabidopsis thaliana] 
302619 

fdz701165459.hl 

BLASTN 

g4506468 

157 

3.0e-83 

185 

96 

Homo sapiens RecQ protein-like (DNA helicase Ql-like) 
(RECQL) mRNA >gi_619862_gb_L36140_HUMRECQ Homo sapiens 
(clone 1311) DNA helicase (RECQL) mRNA, complete cds 



Seq. No 
Seq. ID 
Method 
NCBI GI 



302620 

fdz701165461.hl 

BLASTN 

g22314 



42723 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



80 

1.0e-37 

120 
92 

Maize mRNA for GSH gluthathione S-transf erase I {GST; EC 
2.5.1.18) 

302621 

fdz701165465.hl 

BLASTX 

g461665 

142 

3.0e-09 

69 

38 

C4B-BINDING PROTEIN PRECURSOR (C4BP) 



302622 

fdz701165490.hl 
BLASTX 
g3661618 
172 

8.0e-13 
43 
65 

(AF093141) fruit-ripening protein [Lycopersicon esculentum] 
302623 

fdz701165532.hl 
BLASTX 
g4502047 
142 

1.0e-16 

56 
86 

aldehyde dehydrogenase 9 (gamma-aminobutyr aldehyde 
dehydrogenase, E3 isozyme) >gi__1706390_sp_P4 9189_DHAG_HUMAN 
ALDEHYDE DEHYDROGENASE, E3 ISOZYME 
( GAMMA- AMINOBUTYRALDEHYDE DEHYDROGENASE) 

( R- AMINOBUTYRALDEHYDE DEHYDROGENASE ) >gi_l 0 4 9 2 1 9 ^ (U34252) 
gamma-aminobutyraldehyde dehydrogenase [Homo sapiens] 

Seq. No. 302624 

Seq. ID fdz701165608.hl 

Method BLASTX 

NCBI GI gll5204 

BLAST score 252 

E value 4.0e-35 

Match length 91 

% identity 84 

NCBI Description COMPLEMENT C1R COMPONENT PRECURSOR >gi_67 614_pir C1HURB 

complement subcomponent Clr (EC 3.4.21.41) precursor - 
human >gi_179644 (M14058) human complement Clr [Homo 
sapiens] 



Seq. No. 
Seq. ID 



302625 

fdz701165609.hl 



42724 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4220481 

190 

1.0e-14 

100 
44 

(AC006069) unknown protein [Arabidopsis thaliana] 
302626 

fdz701165656.hl 

BLASTX 

g2738248 

283 

2.0e-25 

91 

70 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



302627 

fdz701165681.hl 

BLASTN 

g!262344 

44 

9.0e-16 

48 
98 

H. sapiens mRNA for myosin light chain kinase 
302628 

fdz701165728.hl 

BLASTN 

g2623679 

70 

2.0e-31 

93 

95 

Zea mays calmodulin (Zmrcalm) mRNA, complete cds 
302629 

fdz701165742.hl 

BLASTX 

g3980035 

168 

4.0e-12 

89 

39 

(AL033514) predicted using Genefinder; cDNA EST yk4 65cl0.5 
comes from this gene [Caenorhabditis elegans] 

302630 

fdz701165760.hl 

BLASTX 

g3461822 

293 

9.0e-27 
78 
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^ xa.enr.xt.y 




lnujdx uescripuion 


f AP0041 "3£M hvnnthpti ral orotein TArabidoDsis thaliana 


beq. no. 


^096^1 


OC4 • X 1J 


fdz701165781 hi 


Method 


oXi/ib I A 


NCBI GI 


g3608481 


BLAST score 


152 


TP TTO 111 ^ 


J * U C -L v 


LYiaL.cn xengun 


D / 


-5 laenniy 




INoDX UcbCI Xp LXtJIl 


(AFOfiftQI^U ribosomal orotein L27a TPetunia x hvbridal 


beq. wo. 




ocq. xlv 


■fH7701 1 6S787 hi 

lU^i ' U11UJ / U / till 


rie LliOCl 




NCBI GI 


g3549669 


BLAST score 


184 


TP TT 5 1 11 A 

Hj Value 




irLarcn xengrn 


P Q 
0 -/ 


T /'J -l T T 

■6 lQeiiLiLy 




KtPUT Flo d""»T* "i "Pi +* i r*Ti 


fAT,n^1^Q41 nutative orotein TArabidoosis thalianal 


beq. jno. 




oeq. iu 


fH-7701 1 fiRTQR hi 


Method. 


RT AC! TV 


NCBI GI 


g2653879 


BLAST score 


176 


E value 




Matcn xengrn 


Oil 


% identity 


Oft 


INv^DX Ucoul ljJtiUU 


( AFfl^fi^ft aHpnvl rvrlfl^p fNi rnti ana f abacmnl 


beq. no. 




oeq. iu 








NCBI (jI 


gxi oyu 1 0 


BLAST score 




E value 


4 . ue — 1 1 


Match length 


93 


% identity 


48 


inldi uescrip uxon 


OWiri/ if t\SJ 1 ill X IN t£ UuL-n rl\\J± HiXiN C\JO/f -^y-*- ' J. ^>J.x ji^ji 




pApq nrn 4-oi n _ Ar-^hi-i Hori«ii 1-hal "iana >rri S^nfl70 ^L3287 
\^\Jt.y pxULclil rli. aJJlUUpolo L-iiaxxciiici /yi J J u u / vj \ j_i u > 




padQ rSrahi Hnnci c fhal lanal "^rrn OOLAIfH omh PARI 01*50 




f 7. Q'7^'^ £ S ^ POPQ nrofpin TArabidoosis thalianal 


beq. no. 


jUZDjj 


beq. iu 


-FH -77 01 IfiRQO^ hi 


Metnoa 


oij/ibl A 


NC-rSX bX 


g^t 4jDZZj 


OT 7YOT* nr 

DiiAbi score 




E value 


4.0e-21 


Match length 


73 


% identity 


63 


NCBI Description 


(AL035440) putative DNA binding protein [Arabidopsis 




thaliana] 



42726 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302636 

fdz701166026.hl 

BLASTX 

g2832672 

160 

3.0e-ll 

37 

84 

(AL021712) nifU-like protein [Arabidopsis thaliana] 
302637 

fdz701166094.hl 

BLASTX 

g283391 

249 

9.0e-22 

62 

87 

ADP-ribosylation factor - yeast (Candida albicans) 
>gi_254344_bbs_111914 (S43354) ADP-ribosylation factor, Arf 
[Candida albicans, Peptide, 179 aa] [Candida albicans] 

302638 

fdz701166145.hl 

BLASTX 

gl710077 

321 

2.0e-30 

68 

93 

PEROXIREDOXIN (REHYDRIN HOMOLOG) (B15C) 

>gi_2 13002 9_pir S60285 B15C protein - barley 

>gi_471321_emb_CAA54066_ (X7 6605) HvBISC [Hordeum vulgare] 
>gi_1694833__emb_CAA65387_ (X96551) peroxiredoxin [Hordeum 
vulgare] 

302639 

fdz701166160.hl 

BLASTN 

gl69818 

85 

3.0e-40 

89 

99 

Rice 25S ribosomal RNA gene 
302640 

fdz701166248.hl 

BLASTN 

g3511235 

109 

2.0e-54 

185 

90 

Zea mays starch branching enzyme lib (ae) gene, complete 
cds 



42727 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302641 

fdz701166390.hl 

BLASTN 

g2052354 

157 

3.0e-83 

165 

99 

Human uncoupling protein homolog (UCPH) 



mRNA, complete cds 



302642 

fdz701166482.hl 

BLASTX 

g!351364 

149 

6.0e-10 

78 
45 

UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX UBIQUINONE-BINDING 
PROTEIN QP-C (UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 11 
KD PROTEIN) (COMPLEX III SUBUNIT VIII) >gi_687739 (U207 90) 
ubiquinol-cytochrome c oxidoreductase subunit VIII 
[Neurospora crassa] 

302643 

fdz701166587.hl 

BLASTX 

g3334441 

143 

2.0e-09 

48 

58 

HYPOTHETICAL 47.9 KD PROTEIN T5I7.9 IN CHROMOSOME II 
>gi_2642161 (AC003000) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302644 

fdz701166621.hl 

BLASTX 

g2494111 

171 

2.0e-14 

56 

79 

(AC002376) Contains similarity to Glycine protein kinase 6 
(gb_M67449) . [Arabidopsis thaliana] 

302645 

fdz701166637.hl 

BLASTX 

g312179 

214 

1.0e-17 

84 

64 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 



42728 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 

302646 

fdz701166651.hl 

BLASTN 

gl063665 

169 

2.0e-90 

200 

42 

Zea mays unknown protein mRNA, complete cds 
302647 

fdz701166715.hl 

BLASTX 

g3063447 

231 

2.0e-19 

94 

50 

(AC003981) F22013.9- [Arabidopsis thaliana] 
302648 

fdz701166737.hl 

BLASTX 

g2832661 

286 

7.0e-26 

95 

60 

(AL021710) pherophorin - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302649 

fdz701166786.hl 

BLASTX 

g2435517 

193 

5.0e-15 

89 

48 

(AF024504) contains similarity to peptidase family Al 
[Arabidopsis thaliana] 

302650 

fdz701166808.hl 

BLASTX 

g2129832 

267 

1.0e-23 

54 

89 

heat shock transcription factor 5 - soybean 

>gi_671868_emb_CAA87080_ (Z46956) heat shock transcription 
factor 5 [Glycine max] 



42729 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302651 

fdz701166811.hl 

BLASTX 

g3176673 

275 

6.0e-25 

66 

76 

(AC003671) Similar to serine /threonine kinase gb_Y12531 
from Brassica oleracea. [Arabidopsis thaliana] 



Seq. No. 302652 

Seq. ID fdz701166871.hl 

Method BLASTN 

NCBI GI gl049254 

BLAST score 43 

E value 3.0e-15 

Match length 92 

% identity 87 

NCBI Description Zea mays ^-pyrophosphatase mRNA, partial cds 

Seq. No. 302653 

Seq. ID fdz701166872.hl 

Method BLASTX 

NCBI GI g3738288 

BLAST score 167 

E value 5.0e-12 

Match length 55 

% identity 55 

NCBI Description (AC005309) auxin-responsive GH3-like protein [Arabidopsis 
thaliana] 

Seq. No. 302654 

Seq. ID fdz701166880.hl 

Method BLASTX 

NCBI GI g2181190 

BLAST score 203 

E value 3.0e-16 

Match length 59 

% identity 73 

NCBI Description (Y12531) serine/threonine kinase [Brassica oleracea] 

Seq. No. 302655 

Seq. ID fdz701166881.hl 

Method BLASTX 

NCBI GI g3236249 

BLAST score 250 

E value 1.0e-21 

Match length 57 

% identity 75 

NCBI Description (AC004 684) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 302656 

Seq. ID fdz701167024.hl 

Method BLASTX 

NCBI GI g2924515 



42730 



BLAST score 


172 


£j V Cl X U.C 


9. Oe-13 


rid LL-ii ±cny uii 


68 




R4 


IN^-DX JJco L*x ±.\J LXvJIl 


(AT, mutative Drotein FArabidoosis thalianal 




302657 


Qprr TO 

OCv^i XX/ 


fwa700097068 .hi 


i v ie Lnou 


OXxrlO x /\ 


NCBI GI 


g4581164 


BLAST score 


233 


£j vai Lit; 


1 . Oe-19 


Ma+TiVl 1 £1 7") /T+" Vl 


1 07 


^ lUcIlLlLy 






(AC006220) putative polyprotein [Arabidopsis thaliana] 






Qprr TO 


fwa700097105.hl 




RT.ASTX 


NCBI GI 


y z o uu .70 u 


DLAoi score 


f± U / 


E value 




Match length 


89 


% identity 


82 


jn^ox uescriptxuii 


f^T HTAMYT.-TRNA ^YNTHF.TA^F, (GLUTAMATE — TRNA LIGASE) (GLURS 


>rH 107671 ft nir ^1684 alutamate — tRNA liaase (EC 




6 1 — 1 17^ nrppnrcinr - harlpv >ai 60384 9 emb CAA58505 




1X9,^9^ rrlutamate — tRNA liaase rHordeum vulaare] 


beq. no. 




Sea ID 


fwa700097118 .hi 


Method 


BLASTX 


NCBI GI 


gll84776 


BLAST score 


470 


E value 


2.0e-47 


Match length 


102 



% identity 87 

NCBI Description (U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302660 

fwa700097141.hl 

BLASTX 

gl673456 

356 

4.0e-34 

70 

100 

(Y09214) rubisco 



small subunit [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



302661 

fwa700097147.hl 

BLASTX 

g2160144 

183 

9.0e-14 

83 



42731 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42 

(AC000375) Strong similarity to Arabidopsis oligopeptide 
transporter (gb_X77503) . [Arabidopsis thaliana] 

302662 

fwa700097162.hl 

BLASTX 

g3201633 

193 

5.0e-15 

86 
57 

(AC004 669) putative cell division protein [Arabidopsis 
thaliana] 

302663 

fwa700097166.hl 

BLASTN 

g!69133 

65 

1.0e-28 

105 

90 

Zea mays precursor of the oxygen evolving complex 17 kDa 
protein mRNA, complete cds 

302664 

fwa700097170.hl 

BLASTX 

g2979543 

174 

9.0e-13 

47 

77 

(AC003680) hypothetical protein [Arabidopsis thaliana] 



302665 

fwa700097217.hl 

BLASTX 

gl617274 

289 

4.0e-26 

79 

67 

(Z72152) AMP-binding protein 



[Brassica napus] 



302666 

fwa700097238.hl 

BLASTX 

g82080 

267 

2.0e-28 

85 

79 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



42732 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



302667 

fwa700097272.hl 

BLASTX 

g82080 

253 

6.0e-22 

69 

72 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872jprf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 302668 

Seq. ID fwa700097276.hl 

Method BLASTX 

NCBI GI g4581164 

BLAST score 206 

E value 2.0e-16 

Match length 100 

% identity 39 

NCBI Description (AC006220) putative polyprotein [Arabidopsis thaliana] 

Seq. No. 302669 

Seq. ID fwa700097286.hl 

Method BLASTX 

NCBI GI g!871187 

BLAST score 174 

E value 1.0e-12 

Match length 41 

% identity 80 

NCBI Description (U90439) unknown protein [Arabidopsis thaliana] 

Seq. No. 302670 

Seq. ID fwa700097309.hl 

Method BLASTX 

NCBI GI gl32147 

BLAST score 450 

E value 4.0e-45 

Match length 87 

% identity 100 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_68089_pir RKZMS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - maize >gi_22474_emb_CAA29784_ (X06535) 
ribulose-1, 5-bisphosphate carboxylase (RuBPC) precursor 
[Zea mays] >gi_217964_dbj_BAA00120_ (D00170) ribulose 
1, 5-bisphosphate carboxylase small subunit [Zea mays] 

>gi_359512_prf 1312317A ribulosebisphosphate carboxylase 

[Zea mays] 



Seq. No. 302671 

Seq. ID fwa700097323.hl 

Method BLASTN 

NCBI GI g2286120 

BLAST score 4 5 

E value 3.0e-16 



42733 



Match length 

% identity 

NCBI Description 



105 
86 



Oryza sativa sec!4 like protein mRNA, complete cds 



Seq. No. 


302672 


Seq. ID 


fwa700097325.hl 


L iC L. 1 1L 1 vJ. 


BLASTN 


KICRT GI 


g21843 




134 


E value 


2.0e-69 




253 


% "i Hpnt" i tv 


89 


NCBI Description 


Wheat PsbO mRNA f c 




photosystem II 


Seq. No. 


302673 


Sea ID 

UCVJ • -L. J-/ 


fwa700097329.hl 




BLASTX 


WfRT (1J 
LNUOl vJJ. 


a4336606 

\^ ± ^/ \S \S \J \J 


RLAST score 


455 


TP V3 1 IIP 
Hi v CLX LIC 


1.0e-45 


Lid Lull _L CJliy L.11 


100 


% i dent it v 


90 


NPRT De^pr lotion 


(AF099110) sigma 


CI a i^r 

Deq • INO • 




Seq. ID 


fwa700097332.hl 


Method 


BLASTX 


WPRT (IT 




DT 7V OH" 1 Gr*r\va. 


14 J 


Hi VciXLie 




LlCtL.^11 XCIILJ Lil 


44 


o J. ULi. Ly 




VTP T5 T r^iQ govt n r\n 
lNOXjx UfeJoL-X. -L.^ UXWll 


\ Ull6 / O f K^KJIL LCI J.11D 




(PROSITE:PS00670) 




[Caenorhabditis e 


Seq. No. 


302675 


Seq. ID 


fwa700097352.hl 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


267 


E value 


1.0e-23 


Match length 


73 



[Zea mays] 



similarity to G beta repeats 
of the beta-transducin family 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



71 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

302676 

fwa700097360.hl 

BLASTN 

g22294 

291 

1.0e-163 

295 

100 
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NCBI Description 



Maize Gpal gene for glyceraldehyde-3-phosphate 
dehydrogenase subunit A >gi_16847 8_gb_M18976_M2EG3PD Zea 
mays chloroplast glyceraldehyde-3-phosphate dehydrogenase 
gene, complete cds, clone lambda-gapAl 





"302677 


Q^rr TV) 


fwa700097424 hi 






NCBI GI 


gl935912 




216 


£j value 


1 Op-17 


J,10.L.L*11 -LCliyL.il 


102 




44 


NCBI Description 


(U77346) LLS1 [Zea mays] 


OCLJ • IX VJ • 


302678 


oeq. -LU 


fwa7000974?5 hi 




RT,AQ.TX 
lj iirio 1 /v 




rr4RR6022 


r5J_Lrt.oi score 


1 £6 


E value 




i-iai-cn ±engcn 


oz. 




41 


1NO.D-L uescr J.pT_.10Il 


(Affirm 70^ hunnthpfi ral 


Seq. No. 


302679 


oeq. iu 


IWa / UuU-3 /fiOO.Ili 


Method 


oJ-irio 1 JN 


NObI bl 


gz^oo 0 


DT SOT 1 ooAr*ci 

dj_lH.di score 




Hi vaxue 




MdLCn rengrn 




S: -i Hpnt 1 1* v 


85 


NCBI Description 


Maize mRNA for light-har 




protein LHCP 


Seq. No. 


302680 


Seq. ID 


fwa700097440.hl 


Method 


BLASTX 


NCBI GI 


g3176674 


BLAST score 


455 


E value 


1.0e-45 


Match length 


102 



% identity 

NCBI Description 



83 

(AC003671) Contains similarity to Ste20-like kinase homolog 
from A. thaliana chromosome 4 contig gb_Z97336. 
[Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302681 

fwa700097457.hl 

BLASTX 

g2500055 

294 

9.0e-27 

100 

58 

DNA REPAIR PROTEIN RADA HOMOLOG 



(DNA REPAIR PROTEIN SMS 



42735 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



HOMOLOG) >gi_1653575_dbj_BAA18488_ (D90914) sms protein 
[Synechocystis sp.] 

302682 

fwa700097522.hl 

BLASTX 

g2655031 

548 

1.0e-56 

100 
100 

(AF019297) starch synthase isoform zSTSII-2 [Zea mays] 
302683 

fwa700097524.hl 

BLASTX 

g4406764 

179 

2.0e-13 

48 

71 

(AC006836) putative uridylyl transferase [Arabidopsis 
tha liana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302684 

fwa700097536.hl 

BLASTX 

g2765821 

199 

1.0e-15 

98 

51 

(Z95496) Mlo-hl protein [Hordeum vulgare] 
302685 

fwa700097553.hl 

BLASTN 

g452340 

80 

2.0e-37 

92 

97 

Z.mays mRNA for type II light-harvesting chlorophyll 
a/b-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



302686 

fwa700097595.hl 

BLASTX 

g4101707 

212 

2.06-17 

54 
67 

(AF006080) glucose acyltransf erase 
302687 

fwa700097613.hl 



[Solanum berthaultii] 



42736 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3928084 

313 

6.0e-29 
101 . 
56 

(AC005770) 
thaliana] 



retrotransposon-like protein [Arabidopsis 



302688 

fwa700097688.hl 

BLASTN 

g260552 

38 

5.0e-12 

90 
86 

Wx (wx-B2) 
mays=corn, 



{transposable element Tourist-Zml} 
Transposon Mutant, 150 nt] 



[Zea 



302689 

fwa700097720.hl 

BLASTX 

g2306981 

250 

1.0e-21 

66 
80 

(AF010321) photosystem I antenna protein [Oryza sativa] 



302690 

fwa700097811.hl 

BLASTX 

g67155 

179 

1.0e-13 

41 

88 

pyruvate, orthophosphate dikinase 
maize 



(EC 2.7.9.1) precursor - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI. 
BLAST score 



302691 

fwa700097824.hl 

BLASTX 

g3789954 

291 

2.0e-26 

81 

77 

(AF094776) chlorophyll a/b-binding protein precursor [Oryza 
sativa] 

302692 

fwa700097841.hl 

BLASTN 

g643596 

204 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



l.Oe-lll 

278 

94 

Corn mRNA for cysteine proteinase, clone CCP, complete cds 
302693 

fwa700097866.hl 

BLASTN 

g733455 

64 

1.0e-27 

64 

100 

Zea mays chlorophyll a/b-binding apoprotein CP26 (Lhcb5-2) 
mRNA f complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302694 

fwa700097873.hl 

BLASTX 

g4507455 

155 

1.0e-10 

69 

45 

transferrin receptor 2 >gi_3135312 (AF053356) 
transf errin-receptor2 [Homo sapiens] 

302695 

fwa700097892.hl 

BLASTX 

g4585882 

257 

5.0e-32 

82 

76 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302696 

fwa700097931.hl 

BLASTX 

g479413 

298 

3.0e-27 

103 

56 

myosin-like protein 



Arabidopsis thaliana 



302697 

fwa700097971.hl 

BLASTX 

g4502599 

163 

2.0e-ll 

61 

62 

carbonyl reductase 1 >gi_118519_sp_P16152___DHCA_HUMAN 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CARBONYL REDUCTASE (NADPH) (NADPH- DEPENDENT CARBONYL 
REDUCTASE) (PROSTAGLANDINS 9-REDUCTASE) {PROSTAGLANDIN 
9-KETOREDUCTASE) ( 15-HYDROXYPROSTAGLANDIN DEHYDROGENASE 

(NADP+) ) >gi_476534_pir RDHUCB carbonyl reductase (NADPH) 

(EC 1.1.1.184) - human >gi_179978 (M62420) carbonyl 
reductase [Homo sapiens] >gi_181037 (J04056) carbonyl 
reductase [Homo sapiens] >gi_3702679_dbj_BAA334 98_ 
(AB003151) carbonyl reductase [Homo sapiens] 
>gi_226828_prf 1608111A carbonyl reductase [Homo sapiens] 

302698 

fwa700098023.hl 

BLASTX 

g283038 

231 

2.0e-19 
43 
95 

chlorophyll a/b-binding protein i 
>gi_22230_emb_CAA37474_ (X53398) 
chlorophyll a /b binding protein 



cab-m7) precursor - maize 
light harvesting 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302699 

fwa700098043.hl 

BLASTX 

g3025189 

157 

9.0e-ll 

45 
67 

HYPOTHETICAL 67.1 KD PROTEIN SLL1770 

>gi__1652753_dbj_BAA17672_ (D90908) ABCl-like [Synechocystis 
sp.] 

302700 

fwa700098049.hl 

BLASTX 

g4455338 

350 

2.0e-33 

79 

76 

(AL035525) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302701 

fwa700098050.hl 

BLASTX 

g2244996 

316 

3.0e-29 

97 

59 

(Z97341) similarity to a membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



302702 

fwa700098085.hl 
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RLASTX 

Diino x jtv 


MPDT (IT 


a282994 


BIiAST score 


213 


E value 


9.0e-21 


l/ia ten -Lenyun 


0 0 






jmcidi Description 


s-lr>1 nrni-pin - barlev >ai 167100 (M77475) seed imbibit. 




protein [Hordeuiu vulgare] 






Spa ID 


fwa700098107.hl 


rlcl-XlOU. 


RLASTX 


NCBI GI 


g3036807 


BLAST score 


167 


Hi V Cl -L LLC 


8 . Oe-12 


TwT o +* Vi 1 onrfhh 
iYlciCOil J_GliyL.il 


77 


^ iaeni.ir.y 


A Q 




(AL022373) putative protein [Arabidopsis thaliana] 


oeq. wo . 




Spa TD 


fwa700098124 .hi 


iyieT.no a. 


RT.ASTX 


NCBI GI 


g3785980 


BLAST score 


312 


Tj 1 TT 3 1 no 
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Tl/f — v 4— r*% I f \ t^i /T 4™ r\ 

ixiaL.cn lengLu 
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% identity 


O O 


in^£5X uescriptiuii 


f AfnosSfifn hvnothetical Drotein TArabidopsis thaliana] 


beq. no. 


jU/ /Uj 


q orr TP) 


fwa700098167 hi 


Method. 


JDxxH.o ± IN 


NCBI GI 


g22447 


BLAST score 


50 


Hi V Cl J- Lie 


3. Oe-19 
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lN^JDl UcouIipLlUIl 


7 pa Tnp5v<? ZMPMS2 aene for 19 kDa zein protein 


oeq • jno . 




JCL|. 1U 


fwa700098178 hi 


jxie tnoa 


xjlxriO x z\. 


NCBI GI 


rrA S ^ff fifi ^ 
gft jjODOj 


BLAST score 


151 


E value 


5.0e-10 


Maucn lengua 


fii 


% identity 


O / 


nl,d± Description 


fAffin^Rfi^ nntpti vp rpfrntran^noson Ttol 0RF1 protein 


rtdipofiaria niTm 1 rAr^hi Hnn^i s thaliana! 


beq. mo. 


OvJZ / U / 


Spa ID 


fwa700098202.hl 


Method 


BLASTX 


NCBI GI 


g70639 


BLAST score 


246 


E value 


3.0e-35 


Match length 


82 



42740 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24 

ubiquitin precursor - Neurospora crassa 
>gi_295930_emb_CAA31530_ (X13140) ubiquitin [Neurospora 
crassa] 

302708 

fwa700098235.hl 
BLASTX 
gl32147 * 
4 63 

1.0e-46 

89 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 

(RUBISCO SMALL SUBUNIT) >gi_68089_pir RKZMS 

ribulose-bisphosphate carboxylase (EC 4.1.1*39) small chain 
precursor - maize >gi_22474_emb_CAA29784_ (X06535) 
ribulose-l,5-bisphosphate carboxylase (RuBPC) precursor 
[Zea mays] >gi_217964_dbj JBAA00120_ (D00170) ribulose 
1, 5-bisphosphate carboxylase small subunit [Zea mays] 

>gi_359512_prf 1312317A ribulosebisphosphate carboxylase 

[Zea mays] 

302709 

fwa700098309.hl 

BLASTN 

gl9010 

63 

6.0e-27 

160 

85 

H.vulgare mRNA for jasmonate-induced protein 
302710 

fwa700098357.hl 

BLASTX 

gll70242 

150 

3.0e-10 

36 

83 

FERROCHELATASE PRECURSOR (PROTOHEME FERRO-LYASE) (HEME 
SYNTHETASE) >gi_474966_dbj_BAA05101_ (D26105) 
ferrochelatase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



302711 

fwa700098421.hl 

BLASTX 

gl052960 

289 

5.0e-37 

85 

92 

(U37437) PNIL34 [Ipomoea nil] 
302712 

fwa700098518.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g2245104 

146 

6.0e-ll 

76 
46 

(Z97343) 



LTR retrotransposon [Arabidopsis thaliana] 



302713 

fwa700098538.hl 

BLASTX 

g3694807 

172 

8.0e-13 

33 

97 

(AF055898) alanine aminotransferase [Zea mays] 
302714 

fwa700098556.hl 

BLASTX 

g3063446 

249 

2.0e-21 

107 
39 

(AC003981) F22013.8 [Arabidopsis thaliana] 
302715 

fwa700098568.hl 

BLASTX 

g2829911 

381 

6.0e-37 

101 
74 

(AC002291) Unknown protein [Arabidopsis thaliana] 
302716 

fwa700098569.hl 

BLASTX 

g82080 

278 

6.0e-25 

72 

75 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

302717 

fwa700098608.hl 

BLASTX 

g4056493 

156 

1.0e-10 
61 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43 

(AC005896) unknown protein [Arabidopsis thaliana] 
302718 

fwa700098719.hl 

BLASTN 

g507844 

44 

1.0e-15 

120 

85 

Zea mays A188 retrotransposon gag gene, complete cds 
302719 

fwa700098754.hl 

BLASTX 

g2626753 

400 

4.0e-39 

111 

71 

(AB008782) sulfate transporter [Arabidopsis thaliana] 
302720 

fwa700098826.hl 

BLASTX 

gl26888 

225 

8.0e-19 

55 
84 

MALATE DEHYDROGENASE (NADP) , CHLOROPLAST PRECURSOR 

(NADP-MDH) >gi_319840_pir DEMZMC malate dehydrogenase 

(NADP+) (EC 1.1.1.82) precursor, chloroplast - maize 

>gi_22368_emb_CAA34213_ (X16084) precursor protein (AA - 

to 375) [Zea mays] >gi_226766_prf 1604473A NADP malate 

dehydrogenase [Zea mays] 

302721 

fwa700098827.hl 

BLASTX 

g3341687 

157 

1.0e-10 

46 
63 

(AC003672) putative ras protein [Arabidopsis thaliana] 
302722 

fwa700098837.hl 

BLASTX 

g3334349 

212 

4.0e-17 

58 
66 

GLYCYL-TRNA SYNTHETASE (GLYCINE — TRNA LIGASE) (GLYRS) 
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>gi_2 56421 5_emb_CAA0 5 1 6 2_ 
[Arabidopsis thaliana] 



(AJ002062) glycyl-tRNA synthetase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302723 

fwa700098910.hl 

BLASTX 

g3298538 

154 

2.0e-10 

96 

39 

(AC004681) hypothetical protein [Arabidopsis thaliana] 
302724 

fwa700098927.hl 

BLASTN 

g3550435 

66 

9.0e-29 

138 

87 

Hordeum vulgare Hotrl gene 
302725 

fwa700098935.hl 

BLASTX 

gl731475 

241 

1.0e-20 

73 
63 

(U35619) ribulose-1,5 bisphosphate carboxylase/oxygenase 
large subunit N-methyltransf eras [Nicotiana tabacum] 
>gi_1731477 (U35620) ribulose-1,5 bisphosphate 
carboxylase/oxygenase large subunit N-methyltransf erase 
[Nicotiana tabacum] 

302726 

fwa700099002.hl 

BLASTN 

g596077 

136 

1.0e-70 

204 

92 

Zea mays thiamine biosynthetic enzyme (thil-1) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302727 

fwa700099003.hl 

BLASTX 

gl946355 

291 

2.0e-26 

96 

58 

(U93215) maize transposon MuDR mudrA protein isolog 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

302728 

fwa700099018.hl 

BLASTX 

g!31772 

282 

2.0e-25 

59 

95 

40S RIBOSOMAL PROTEIN S14 (CLONE MCH1) 

>gi_82723_pir A30097 ribosomal protein S14 (clone MCH1) 

maize 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302729 

fwa700099057.hl 

BLASTX 

g4185740 

278 ' 

7.0e-25 

97 

59 

(AF079999) putative glutamate receptor [Arabidopsis 
thaliana] 

302730 

fwa700099069.hl 

BLASTX 

g4587556 

442 

4.0e-44 

109 

79 

(AC006577) Similar to gi_1653162 (p)ppGpp 
3-pyrophosphohydrolase from Synechocystis sp genome 
gb_D90911. EST gb_W43807 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


302731 




Seq. ID 


fwa700099123 


.hi 


Method 


BLASTN 




NCBI GI 


g22272 




BLAST score 


122 




E value 


3.0e-62 




Match length 


217 




% identity 


100 




NCBI Description 


Maize mRNA for 


Seq. No. 


302732 




Seq. ID 


fwa700099215 


.hi 


Method 


BLASTX 




NCBI GI 


g3935183 




BLAST score 


210 




E value 


6.0e-17 




Match length 


79 




% identity 


58 
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NCBI Description (AC004557) F17L21.26 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302733 

fwa700099243.hl 

BLASTX 

g2494266 

338 

6.0e-32 

97 

66 

GTP-BINDING PROTEIN LEPA >gi_l 653961_dbj_BAA18871_ 
LepA [Synechocystis sp.] 



(D90917) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302734 

fwa700099261.hl 

BLASTX 

g3928095 

247 

3.0e-21 

58 

72 

(AC005770) putative protein kinase [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302735 

fwa700099285.hl 

BLASTX 

g4325368 

342 

2.0e-32 

87 

72 

(AF128396) Arabidopsis thaliana flavin-type blue-light 
photoreceptor (SW:Q43125) (Pfam: PF00875, Score=765.2, 
E=2.6e-226, N=l) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302736 

fwa700099319.hl 

BLASTX 

g2982452 

153 

3.0e-10 

88 

41 

(AL022223) receptor protein kinase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302737 

fwa700099336.hl 

BLASTX 

g4580990 

208 

1.0e-16 

84 
44 

(AF120335) putative transposase [Arabidopsis thaliana] 



Seq. No. 



302738 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fwa700099424.hl 

BLASTX 

g4581109 

185 

5.0e-14 

87 

46 

(AC005825) unknown protein [Arabidopsis thaliana] 
302739 

fwa700099426.hl 

BLASTX 

g2654226 

241 

1.0e-20 

82 
54 

(AJ003069) aminoacyl-t-RNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 


302740 


Seq. ID 


fwa700099532 .hi 


Method 


BLASTX 


NCBI GI 


g4455371 


BLAST score 


164 


E value 


7.0e-l2 


Match length 


88 


% identity 


44 


NCBI Description 


(AL035524 ) putative 


Seq. No. 


302741 


Seq. ID 


fwa700099568.hl 


Method 


BLASTX 


NCBI GI 


g4335761 


BLAST score 


173 


E value 


1.0e-12 


Match length 


102 


% identity 


38 


NCBI Description 


(AC006284) unknown ] 


Seq. No. 


302742 


Seq. ID 


fwa700099574.hl 


Method 


BLASTX 


NCBI GI 


g3831457 


BLAST score 


229 


E value 


9.0e-27 


Match length 


98 


% identity 


57 


NCBI Description 


(AC005700) putative 




thaliana] 


Seq. No. 


302743 


Seq. ID 


fwa700099576.hl 


Method 


BLASTX 


NCBI GI 


g82080 


BLAST score 


260 


E value 


8.0e-23 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



69 
72 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

302744 

fwa700099609.hl 

BLASTX 

gl350821 

155 

2.0e-10 

42 
69 

CHLOROPLAST 31 KD RIBONUCLEO PROTEIN PRECURSOR 

>gi_280403_pir S26204 RNA-binding protein 31 - 

curled-leaved tobacco >gi_19710_emb_CAA4 6233_ (X65117) RNA 
binding protein 31 [Nicotiana plumbaginif olia] 

302745 

fwa700099622.hl 

BLASTX 

g82080 

267 

1.0e-23 

70 

74 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

302746 

fwa700099647.hl 

BLASTN 

g3821780 

34 

1.0e-09 

34 

100 

Xenopus laevis cDNA clone 27A6-1 
302747 

fwa700099690.hl 

BLASTX 

gl076626 

261 

7.0e-23 

48 

100 

glycine rich protein - common tobacco 

>gi_790473_emb_CAA58702__ (X83731) soluble, glycine rich 
protein [Nicotiana tabacum] 

302748 

fwa700099723.hl 

BLASTX 

g2058273 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



407 

6.0e-40 

89 

90 

(D83527) YK426 [Oryza sativa] 
302749 

fwa700099758.hl 

BLASTN 

g4539654 

44 

5.0e-16 

76 
89 

Sorghum bicolor 22 kDa kafirin cluster 
302750 

fwa700099761.hl 

BLASTN 

gl68652 

43 

5.0e-15 

43 

100 

Maize amyloplast- specif ic transit protein (waxy; wx+ 
locus), complete cds 

302751 

fwa700099794.hl 

BLASTX 

gll5385 

279 

5.0e-25 

58 

86 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

302752 

fwa700099851.hl 

BLASTX 

g3122858 

362 

9.0e-35 

105 

71 

D-3-PHOSPHOGLYCERATE DEHYDROGENASE PRECURSOR 
>gi_2189964__dbj_BAA20405_ (AB003280) Phosphoglycerate 
dehydrogenase [Arabidopsis thaliana] 

>gi_2804258_dbj_BAA24440_ (AB010407) phosphoglycerate 
dehydrogenase [Arabidopsis thaliana] 

302753 

fwa700099925.hl 

BLASTX 

gl32147 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



463 

1.0e-46 

89 

100 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 
{RUBISCO SMALL SUBUNIT) >gi_6808 9_pir RKZMS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor - maize >gi_22474_emb_CAA29784_ (X06535) 
ribulose-1, 5-bisphosphate carboxylase (RuBPC) precursor 
[Zea mays] >gi_217964_dbj_BAA00120_ (D00170) ribulose 
1, 5-bisphosphate carboxylase small subunit [Zea mays] 

>gi_359512_prf 1312317A ribulosebisphosphate carboxylase 

[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302754 

fwa700099935.hl 
BLAST N 
g456567 
41 

7.0e-14 

84 
88 

Pisum sativum ubiquitin conjugating enzyme (UBC4), complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302755 

fwa700099991.hl 

BLASTX 

g4314400 

173 

1.0e-12 

100 

38 

(AC006232) putative selenium-binding protein [Arabidopsis 
thaliana] 

302756 

fwa700100010,hl 

BLASTX 

g3914368 

468 

3.0e-47 

101 

82 

GLYCEROL- 3- PHOSPHATE ACYLTRANSFERASE PRECURSOR (GPAT) 
>gi_167519 (M80571) glycerol-3-phosphate acyltransf erase 

[Cucumis sativus] >gi_444331_prf 190638 OA glycerol 

phosphate acyltransf erase [Cucumis sativus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



302757 

fwa700100209.hl 

BLASTX 

gl769898 

314 

4.0e-29 

103 
54 
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NCBI Description (Y08010) lectin receptor kinase [Arabidopsis thaliana] 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302758 

fwa700100214.hl 

BLASTX 

g2127768 

177 

5.0e-13 

96 
36 

arsenical pump -driving ATPase homolog - Methanococcus 
jannaschii >gi_1591774 (U67556) arsenical pump-driving 
ATPase (arsA) [Methanococcus jannaschii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302759 

fwa700100242.hl 

BLASTX 

g82080 

263 

4.0e-23 

63 

78 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

302760 

fwa700100255.hl 

BLASTX 

g4580456 

216 

1.0e-17 

78 
56 

(AC006081) unknown protein [Arabidopsis thaliana] 
302761 

fwa700100310.hl 

BLASTX 

gl705463 

176 

6.0e-13 

74 

50 

BIOTIN SYNTHASE (BIOTIN SYNTHETASE) >gi_2129547__pir S71201 

biotin sythase - Arabidopsis thaliana >gi_1045316 (U24147) 
biotin sythase [Arabidopsis thaliana] >gi_1403662 (U31806) 
BI02 protein [Arabidopsis thaliana] >gi_1769457 (L34413) 
biotin synthase [Arabidopsis thaliana] >gi_2288983 
(AC002335) biotin synthase (Bio B) [Arabidopsis thaliana] 

>gi_1589016_prf 2209438A biotin synthase [Arabidopsis 

thaliana] 



Seq. No 
Seq. ID 
Method 
NCBI GI 



302762 

fwa700100314.hl 

BLASTX 

g82080 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



261 

7.0e-23 

70 

73 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 

302763 

fwa700100316.hl 

BLASTX 

g3874155 

181 

1.0e-16 

98 

49 

(Z73103) Similarity to Yeast ATP-dependent RNA helicase 
(SW:SUV3_YEAST) ; cDNA EST EMBL:T01340 comes from this gene; 
cDNA EST yk244el0.3 comes from this gene; cDNA EST 
yk213b9.3 comes from this gene; cDNA EST yk244e!0.5 comes 
fr 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302764 

fwa700100320.hl 

BLASTX 

g4646223 

230 

3.0e-19 

102 

48 

(AC007295) hypothetical protein, 5 1 
thaliana] 



partial [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



302765 

fwa700100338.hl 

BLASTX 

gll5786 

408 

4.0e-40 

77 

97 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y0037 9) LHCP [Zea 
mays] 

302766 

fwa700100373.hl 

BLASTX 

gl001355 

208 

1.0e-16 

96 
47 

(D64006) auxin-induced protein [Synechocystis sp.] 



Seq. No. 



302767 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fwa700100385.hl 

BLASTN 

g3821780 

36 

7.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302768 

fwa700100438.hl 

BLASTX 

g82080 

249 

2.0e-21 

67 

73 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



beq. wo. 


ofl97 £Q 
jUZ / 0 y 


d n fr TVS 

beq. iu 


IWd / UulUU^OJf XIX 


Method 


BLASTX 


NCBI GI 


g2795806 


BLAST score 


loi 


E value 


o . ue- ix 


Match length 


OU 


% identity 




NCBI Description 


unKnown protein L Ar ^ Dlclo P s - LS T-naj-j-diicij 


Seq. No. 


302770 


Seq. ID 


fwa700100473.hl 


Method 


BLASTX 


NCBI GI 


g295855 


BLAST score 


320 


E value 


7.0e-30 


Match length 


61 


% identity 


100 


NCBI Description 


(X15642) P-pyruvate carboxylase [Zea mays] 


Seq. No. 


302771 


Seq. ID 


fwa700100478.hl 


Method 


BLASTX 


NCBI GI 


g3059131 


BLAST score 


147 


E value 


1.0e-09 


Match length 


97 


% identity 


38 


NCBI Description 


(AJ000478) cytochrome P450 [Helianthus tuberosus] 


Seq. No. 


302772 


Seq. ID 


fwa700100552.hl 


Method 


BLASTX 


NCBI GI 


g3080420 


BLAST score 


413 


E value 


1.0e-40 



42753 



Match length 

% identity 

NCBI Description 



102 
77 

(AL022604) 
thai i ana] 



putative sugar transporter protein [Arabidopsis 





302773 


Qe»rr Tfl 


fwa700100554 .hi 


iXlc LIIUU. 




NPRT QT 


g500854 




53 


TT Tra 1 no 
£j V d -L U.C 


5 . 0e-21 




105 




88 


NCBI DescriDtion 


Maize dissociation element 


Seq. No. 


302774 


Seq. ID 


fwa700100570.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302775 

fwa700100579.hl 

BLASTX 

g4056507 

152 

4.0e-10 

77 
42 

(AC005896) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302776 

fwa700100679.hl 

BLASTN 

g3452304 

72 

1.0e-32 

116 

99 

Zea mays retrotransposon Opie-1 



5 1 LTR, partial sequence 



302777 

fwa700100682.hl 

BLASTX 

g3170230 

374 

4.0e-36 

107 

66 

(AF041848) fructose-6-phosphate 2-kinase 
/fructose-2, 6-bisphosphatase [Spinacia oleracea] 



42754 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302778 

fwa700100686.M 

BLASTX 

g4454467 

370 

1.0e-35 

101 
71 

(AC006234) unknown protein [Arabidopsis thaliana] 
302779 

fwa700100701.hl 

BLASTN 

g3821780 

34 

1.0e-09 

34 

100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302780 

fwa700100796.hl 

BLASTN 

g312178 

72 

2.0e-32 

139 

45 

Z.mays GapC2 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302781 

fwa700100806.hl 

BLASTX 

g4558549 

265 

2.0e-23 

73 

73 

(AC007138) putative SecA-type chloroplast protein transport 
factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302782 

fwa700100810.hl 

BLASTN 

gl69133 

44 

4.0e-16 

48 
98 

Zea mays precursor of the oxygen evolving complex 17 kDa 
protein mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



302783 

fwa700100832.hl 

BLASTX 

g2459448 

189 



42755 



E value 
Match length 
% identity 
NCBI Description 



1.0e-14 

80 
44 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



302784 

fwa700100839.hl 

BLASTX 

gl495802 

295 

5.0e-27 

67 

82 

(X96405) 13-lipoxygenase [Solanum tuberosum] 
302785 

fwa700100847.hl 

BLASTN 

g21843 

34 

9.0e-10 

60 

90 

Wheat PsbO mRNA for 33kDa oxygen evolving protein of 
photosystem II 

302786 

fwa700100850.hl 

BLASTX 

gl30269 

217 

8.0e-18 

98 

46 

PLASTOCYANIN PRECURSOR >gi_82414_pir S00206 plastocyanm 

precursor - barley 

302787 

fwa700100920.hl 

BLASTX 

g2500959 

283 

2.0e-25 

75 

69 

ALANYL-TRNA SYNTHETASE (ALANINE — TRNA LIGASE) (ALARS) 
>gi_1653611_dbj_BAA18523_ (D90915) alanyl-tRNA synthetase 
[Synechocystis sp.] 

302788 

fwa700100932.hl 

BLASTX 

g3004555 

289 

3.0e-26 
101 



42756 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
.NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 

(AC003673) similar to salt inducible protein [Arabidopsis 
thaliana] 

302789 

fwa700100940.hl 

BLASTX 

g3345477 

285 

9.0e-26 

77 

74 

(AB016283) carbonic anhydrase [Oryza sativa] 
302790 

fwa700100961.hl 

BLASTX 

g553073 

324 

2.0e-30 

90 
72 

(M94481) reverse transcriptase [Zea mays] 
302791 

fwa700100967.hl 

BLASTN 

g21834 

85 

4.0e-40 

105 

95 

Wheat mRNA for cytosolic phosphoglycerate kinase (EC 
2.7.2.3) 

302792 

fwa700100978.hl 

BLASTX 

g3800853 

261 

7.0e-23 

52 
100 

(AFG-8'4478) ribulose-1, 5-bisphosphate carboxylase/oxygenase 
activase precursor [Zea mays] 

302793 

fwa700101018.hl 

BLASTX 

g4455323 

220 

4.0e-18 

79 

53 

(AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 



42757 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302794 

fwa700101079.hl 

BLASTX 

gll5771 

505 

1.0e-51 

96 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04 453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302795 

fwa700101091.hl , 

BLASTN 

g3821780 

36 

6.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
302796 

fwa700101106.hl 

BLASTX 

g4567273 

202 

5.0e-16 

62 
69 

(AC006841) putative vacuolar proton ATPase subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302797 

fwa700101113.hl 

BLASTX 

g4416302 

166 

9.0e-12 

46 

67 

(AF105716) copia-type pol polyprotein [Zea mays] 
302798 

fwa700101147.hl 

BLASTX 

g3894186 

232 

1.0e-19 

65 

65 

(AC005662) putative embryo-abundant protein [Arabidopsis 
thaliana] 



Seq. No. 



302799 



42758 



Seq. ID fwa700101261.hl 

Method BLASTX 

NCBI GI g82166 

BLAST score 373 

E value 5.0e-36 

Match length 82 

% identity 90 

NCBI Description glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) B, chloroplast - common 
tobacco ( fragment ) 

Seq. No. 302800 

Seq. ID fwa700101265.hl 

Method BLASTX 

NCBI GI g4586246 

BLAST score 177 

E value 4.0e-13 

Match length 42 

% identity 71 _ 
NCBI Description (AL049640) putative protein [Arabidopsis thaliana] 

Seq. No. 302801 

Seq. ID fwa700101317.hl 

Method BLASTN 

NCBI GI g4140643 

BLAST score 146 

E value 2.0e-76 

Match length 282 

% identity 45 

NCBI Description Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

Seq. No. 302802 

Seq. ID fwa700101340.hl 

Method BLASTX 

NCBI GI g!15786 

BLAST score 240 

E value 1.0e-20 

Match length 57 

% identity 86 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357__emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 

Seq. No. 302803 

Seq. ID fwa700101364.hl 

Method BLASTX 

NCBI GI gl68586 

BLAST score 237 

E value 4.0e-20 

Match length 69 

% identity 71 

NCBI Description (M58656) pyruvate, orthophosphate dikinase [Zea mays] 

Seq. No. 302804 

Seq. ID fwa700101418.hl 



42759 



BLASTX 
gll5808 
505 

1.0e-51 
96 
100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-91R) (LHCP) >gi_72732_pir CDPJ91 chlorophyll 

a/b-binding protein 91R precursor - petunia 
>gi_20487_emb_CAA26209_ (X02356) cab 91R precursor 
polypeptide (aa -34 to 233) [Petunia sp.] 

302805 

fwa700101440.hl 
BLASTN 
g3789951 
35 

3.0e-10 
124 
89 

Oryza sativa chlorophyll a/b-binding protein presursor 
(Cab27) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

302806 

fwa700101449.hl 
BLASTX 
g!15786 
295 

7.0e-27 
68 
82 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 

Seq. No. 302807 

Seq. ID fwa700101530.hl 

Method BLASTN 

NCBI GI g435678 

BLAST score 47 

E value 2.0e-17 

Match length 87 

% identity 89 

NCBI Description L. esculent urn Mill (cv. Rutgers) mRNA for ribosomal protein 
S25 

Seq. No. 302808 

Seq. ID fwa700101582.hl 

Method BLASTX 

NCBI GI gl076781 

BLAST score 176 

E value 9.0e-22 

Match length 64 

% identity 80 

NCBI Description transcription factor HBP-la(cl4) - wheat 



Method 
NCBI GI ■ 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42760 



>gi_497895_dbj_BAA02304_ (D12920) transcription factor 
HBP-la(cl4) [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302809 

fwa700101607.hl 

BLASTX 

g543938 

457 

7.0e-46 

98 

90 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

{CAB48 ) (LHCP) >gi_82681_pir S22497 chlorophyll 

a/b-binding protein precursor (cab-48) - maize 
>gi_22228_einb_CAA44888_ (X63205) chlorophyll a /b binding 
protein [Zea mays] 

302810 

fwa700101622.hl 

BLASTX 

g!26737 

390 

5.0e-38 

74 
99 

MALATE OXIDOREDUCTASE, CHLOROPLAST PRECURSOR (MALIC ENZYME) 

(ME) (NADP-DEPENDENT MALIC ENZYME) (NADP-ME) 
>gi_65939_pir DEZMMX malate dehydrogenase 

(oxaloacetate-decarboxylating) (NADP+) (EC 1.1.1.40) 
precursor, chloroplast - maize >gi_168528 (J05130) 
NADP-dependent malic enzyme (EC 1.1.1.40) [Zea mays] 

302811 

fwa700101634.hl 

BLASTX 

g3650039 

245 

5.0e-21 

92 

51 

(AC005396) putative En/Spm transposon protein, 5' partial 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



302812 

fwa700101636.hl 

BLASTN 

gl68527 

201 

1.0e-109 

223 

98 

Maize NADP-dependent malic enzyme 
302813 

fwa700101638.hl 

BLASTX 

gl076402 



(Mel) mRNA, complete cds 



42761 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



161 

3.0e-ll 

62 

45 

S-like ribonuclease RNS2 



Arabidopsis thaliana 



302814 

fwa700101657.hl 
BLASTX ' 
g3970652 
318 

1.0e-29 

97 

64 

(X77499) amino acid permease 



[Arabidopsis thaliana] 



302815 

fwa700101728.hl 

BLASTN 

g21843 

36 

5.0e-ll 

62 

90 

Wheat PsbO mRNA for 33kDa oxygen evolving protein of 
photos ystem II 

302816 

fwa700101731.hl 

BLASTX 

gll5786 

241 

4.0e-32 

85 
86 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 



302817 

fwa700101744.hl 

BLASTX 

g4406759 

260 

8.0e-23 

101 

54 

(AC006836) hypothetical protein 



[Arabidopsis thaliana] 



302818 

fwa700101777.hl 

BLASTX 

g3800878 

270 

2.0e-28 
101 



42762 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 

(AF096281) 
thaliana] 



threonine dehydratase /deaminase [Arabidopsis 



302819 

fwa700101791.hl 
BLASTX 
gl706260 
358 

2.0e-34 
90 
78 

CYSTEINE PROTEINASE 1 
cysteine proteinase 1 
>gi_643597_dbj_BAA08244_ (D45402 
mays] 



PRECURSOR >gi_2118131_pir S59597 

precursor - maize 

cysteine proteinase [Zea 



302820 

fwa700101807.hl 

BLASTN 

g3511235 

41 

7.0e-14 

61 
92 

Zea mays starch branching enzyme lib (ae) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



302821 

fwa700101811.hl 

BLASTX 

gl402883 

141 

3.0e-09 

55 

49 

(X98130) unknown [Arabidopsis thaliana] 
>gi_1495263_emb_CAA66119_ (X97487) orf09 [Arabidopsis 
thaliana] 

302822 

fwa700101868.hl 

BLASTX 

gl707007 

212 

4.0e-17 

101 

10 

(U78721) hypothetical protein [Arabidopsis thaliana] 
302823 

fwa700101881.hl 

BLASTX 

gl00226 

189 

2.0e-14 
90 



42763 



% identity 42 

NCBI Description hypothetical protein - tomato >gi_19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619j?rf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 



Seq. No. 


302824 


Seq. ID 


fwa700101891.hl 


Method 


BLASTX 


NCBI GI 


g3935148 


BLAST score 


194 


E value 


9.0e-24 


Match length 


93 


%. i rJprtt i fv 


65 


NCBI Description 


(AC005106) T25N20.12 [Arabidopsis thaliana] 


Seq. No. 


302825 


Seq. ID 


fwa700101927.hl 


Method 


BLASTX 


NCBI GI 


g3063694 


BLAST score 


252 


E value 


3.0e-22 


Match length 


60 




/ D 


NCBI Description 


(AL022537) putative protein [Arabidopsis thaliana] 


Seq. No. 


302826 


Seq. ID 


fwa700101954.hl 


Method 


BLASTN 


NCBI GI 


g22155 


BLAST score 


69 


E value 


7.0e-31 


Match length 


100 


is luenuiuy 




NCBI Description 


Z.mays mRNA for alpha-tubulin 


Seq. No. 


302827 


Seq. ID 


fxb700397435.hl 


Method 


BLASTX 


NCBI GI 


g2213600 


BLAST score 


259 


E value 


1.0e-22 


Match length 


98 


% identity 


56 ' 


NCBI Description 


(AC000348) T7N9.20 [Arabidopsis thaliana] 


Seq. No. 


302828 


Seq. ID 


fxb700397438.hl 


Method 


BLASTX 


NCBI GI 


gl929998 


BLAST score 


234 


E value 


9.0e-20 


Match length 


92 


% identity 


53 


NCBI Description 


(U774 63) NADPH-dependent HC-toxin reductase [Hordeum 



vulgare] 



42764 



^Seq; No. 
: : Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302829 

fxb700397446.hl 

BLASTX 

g3122724 

304 

5.0e-28 

69 

84 

60S RIBOSOMAL PROTEIN L38 >gi_2289009 (AC002335) 
protein L38 isolog [Arabidopsis thaliana] 



rlbosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302830 

fxb700397554.hl 

BLASTN 

g484257 

126 

5.0e-65 

126 
100 

Human PMP2 gene for peripheral myelin protein 2, exon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302831 

fxb700397574.hl 

BLASTX 

gl076660 

207 

6.0e-17 

47 

81 

D13F (MYBST1) protein - potato >giJ786426Jbbs_159122 
(S74753) MybStl=Myb-related transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes, 
leaf, Peptide, 342 aa] [Solanum tuberosum] 



Seq. No. 


302832 


Seq. ID 


fxb700397576.hl 


Method 


BLASTX 


NCBI GI 


g4455203 


BLAST score 


170 


E value 


2.0e-12 


Match length 


88 


% identity 


24 


NCBI Description 


(AL035440) putative protein 


Seq. No. 


302833 


Seq. ID 


fxb700397595.hl 


Method 


BLASTN 


NCBI GI 


g2239257 


BLAST score 


128 


E value 


7.0e-66 


Match length 


162 


% identity 


96 


NCBI Description 


Zea mays mRNA for cinnamyl 


Seq. No. 


302834 


Seq. ID 


gct701167149.hl 


Method 


BLASTX 



42765 



NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3114615 
160 

3.0e-ll 
40 

8° . . ^ 

(AF052483) 40S ribosomal protein S12 [Erysiphe gramims f . 

sp. hordei] 
302835 

gct701167164.hl 

BLASTX 

g3560227 

192 

6.0e-15 
77 

(AL031530) hypothetical protein [Schizosaccharomyces pombe] 
302836 

gct701167183.hl 

BLASTX 

g4499900 

210 

4.0e-17 

82 

44 

(AJ133736) BM-40 [Drosophila melanogaster] 
302837 

gct701167187.hl 

BLASTX 

g2760155 

182 

6.0e-14 

67 
57 

(AB010048) ribosomal protein L19 [Schizosaccharomyces 
pombe] 

302838 

gct701167214.hl 

BLASTX 

g730464 

188 

2.0e-22 

80 

72 

40S RIBOSOMAL PROTEIN RS16 HOMOLOG (RP61R HOMOLOG) 

>gi_2119075j>ir S67619 ribosomal protein S16.e.B - yeast 

(Saccharomyces cerevisiae) >gi_606441_emb_CAA87357_ 
(Z47071) putative ribosomal protein [Saccharomyces 
cerevisiae] >gi_1431106_emb_CAA9864 9_ (Z74131) ORF YDL083c 
[Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 
Method 



302839 

gct701167225.hl 
BLASTX 



42766 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



g4322946 
157 

2.0e-ll 

44 

89 

(AF096318) cyclophilin-like peptidyl prolyl cis-trans 
isomerase [Aspergillus niger] 



302840 

gct701167233.hl 

BLASTX 

gl723187 

189 

9.0e-24 

86 

73 

112.3 KD PROTEIN 
>gi_2131258_pir 



IN PYK1-SNC1 INTERGENIC REGION 
S70292 FUN12 protein - yeast 
(Saccharomyces cerevisiae) >gi_1326Q56 (U12980) Funl2p: 
97kDa protein, function unknown [Saccharomyces cerevisiae] 

302841 

gct701167268.hl 

BLASTX 

gl709638 

147 

7.0e-18 

72 

58 

CARBOXYPEPTIDASE CPDS PRECURSOR >gi_976221_dbj_BAA04974_ 
(D25288) carboxypeptidase [Aspergillus phoenicis] 

302842 

gct701167335.hl 

BLASTX 

g3641836 

142 

1.0e-18 

93 

48 

(AL023094) putative serine /threonine protein kinase 
[Arabidopsis thaliana] 

302843 

gct701167349.hl 

BLASTX 

g2499451 

237 

2.0e-20 

77 

60 

PUTATIVE 
OXIDASE) 



PYRIDOXAMINE 5 ' -PHOSPHATE OXIDASE (PNP/PMP 
>gi_532815 (U1387 6) similar to pyridoxamine 



5 '-phosphate oxidase [Caenorhabditis elegans] 
302844 

gct701167358.hl 



42767 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3249084 

206 

1.0e-16 

90 

23 

(AC004473) Similar to red-1 (related to thioredoxin) 
gb_X92750 from Mus musculus. ESTs gb_AA712687 and 
gb_Z37223 come from this gene [Arabidopsis thaliana] 



gene 



302845 

gct701167379.hl 

BLASTX 

g2827663 

173 

1.0e-12 

92 
5 

(AL021637) membrane-associated salt-inducible-like protein 
[Arabidopsis thaliana] 



Seq* No. 


302846 


Seq. ID 


gct701167388.hl 


Method 


BLASTX 


NCBI GI 


g3386604 


BLAST score 


150 


E value 


2.0e-17 


Match length 


74 


% identity 


65 


NCBI Description 


(AC004665) putative ] 


Seq. No. 


302847 


Seq. ID 


gct701167450.hl 


Method 


BLASTN 


NCBI GI 


g2245648 


BLAST score 


48 


E value 


4.0e-18 


Match length 


56 


% identity 


96 


NCBI Description 


Zea mays discolored- 




partial sequence 



[Arabidopsis thaliana] 



1 (mutant allele dscl-Ref : :Mul) gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



302848 

gct701167571.hl 

BLASTX 

g!710589 

260 

6.0e-23 

62 
87 

60S ACIDIC RIBOSOMAL PROTEIN PI (ALLERGEN CLA H 12) (CLA H 
XII) >gi_1143425_emb_CAA594 63_ (X85180) ribosomal protein 
PI [Cladosporium herbarum] 

302849 

gct701167581.hl 
BLASTX 



42768 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4371292 
209 

6.0e-17 

59 

68 

(AC006260) unknown protein [Arabidopsis thaliana] 



302850 

gct701167588.hl 

BLASTX 

g3894197 

221 

2.0e-18 

85 

51 

(AC005662) hypothetical protein 



[Arabidopsis thaliana] 



302851 

gct701167622.hl 

BLASTN 

g2623247 

74 

1.0e-33 

122 
90 

Zea mays SU1 isoamylase 
302852 

gct701167659.hl 

BLASTX 

g3645898 

361 

8.0e-35 

83 

83 

(U68408) 
mutation 



(sugaryl) gene, complete cds 



in-frame stop codon; possibly a post-transposition 
[Zea mays] 



Seq. No. 
Seq. ID 
Method 



302853 

gct701167743.hl 

BLASTX 

g549689 

183 • 

6.0e-14 

65 

54 

HYPOTHETICAL 19.7 KD PROTEIN IN LHS1-NUP100 INTERGENIC 

REGION >gi_539174_jpir S37891 hypothetical protein YKL069w 

- yeast (Saccharomyces cerevisiae) >gi__433630__emb_CAA53405_ 
(X75780) A180 [Saccharomyces cerevisiae] 
>gi_486097__emb_CAA81906_ (Z28069) ORF YKL069w 

[Saccharomyces cerevisiae] >gi_1587574_prf 2206496F ORF 

[Saccharomyces cerevisiae] 

302854 

gct701167750.hl 
BLASTX 



42769 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3702317 
165 

9.0e-12 

38 
84 

(AC005397) unknown protein [Arabidopsis thaliana] 
>gi_4559376_gb_AAD23036.1_AC006526__l (AC006526) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302855 

gct701167751.hl 

BLASTX 

gl72260 

224 

1.0e-25 

84 
76 

(M96667) proteosome-related protein [Saccharomyces 
cerevisiae] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302856 

gct701167777.hl 

BLASTX 

g3024525 

205 

2.0e-16 

69 
52 

RAS -RELATED PROTEIN RAB-1C (GTP-BINDING PROTEIN RAY) 

>gi_1082425_pir JC2488 GTP-binding protein H-ray - human 

>giJ763122_emb_CAA56177_ (X79781) ray [Homo sapiens] 
>gi_3970972 (AC004812) GTP-binding protein H-ray [Homo 
sapiens] 



Seq. No. 


302857 


Seq. ID 


gct701167790.hl 


Method 


. BLASTX 


NCBI GI 


g2865394 


BLAST score 


331 


E value 


3*0e-31 


Match length 


85 


% identity 


71 


NCBI Description 


(AF036949) basic . 


Seq. No. 


302858 


Seq. ID 


gct701167820.hl 


Method 


BLASTX 


NCBI GI 


g2501846 


BLAST score 


235 


E value 


5.0e-20 


Match length 


84 


% identity 


58 


NCBI Description 


(AF004397) chromo- 



Z chromosome 



protein [Gallus gallus] 



Seq. No. 
Seq. ID 



302859 

gct701167841.hl 



42770 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2244926 

145 

2.0e-09 

43 

65 

(Z97339) glutaredoxin [Arabidopsis thaliana] 
302860 

gct701167850.hl 

BLASTX 

g2262173 

368 

1.0e-35 

89 

82 

(AC002329) NADPH thioredoxin reductase [Arabidopsis 
thaliana] 



Seq. No, 
Seq. ID 
Method 
NCBI GI 



302861 

gct701167875.hl 

BLASTX 

g2739382 



BLAST score 


146 


E value 


8.0e-10 


Match length 


53 


% identity 


49 


NCBI Description 


(AC002505) myosin h€ 




thaliana] 


Seq. No. 


302862 


Seq. ID 


gct701167890.hl 


Method 


BLASTX 


NCBI GI 


g4539455 


BLAST score 


215 


E value 


7.0e~18 


Match length 


56 


% identity 


75 


NCBI Description 


(AL049500) T5C23.70 


Seq. No. 


302863 


Seq. ID 


gct701167910.hl 


Method 


BLASTX 


NCBI GI 


g2224663 


BLAST score 


155 


E value 


7.0e-ll 


Match length 


60 


% identity 


48 


NCBI Description 


(AB002359) KIAA0361 


Seq. No. 


302864 


Seq. ID 


gct701167914.hl 


Method 


BLASTX 


NCBI GI 


gl432056 


BLAST score 


231 


E value 


9.0e-20 


Match length 


57 



[Arabidopsis 



42771 



% identity 74 

NCBI Description (U56834) WRKY3 [Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302865 

gct701168093.hl 

BLASTX 

g3080421 

206 

1.0e-16 

86 

44 

(AL022604) putative protein [Arabidopsis thaliana] 
302866 

gct701168114.hl 

BLASTX 

g2252634 

176 

5.0e-13 

70 
46 

(U95973) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302867 

gct701168165.hl 

BLASTX 

g4580463 

160 

4.0e-ll 

40 
70 

(AC006081) unknown protein [Arabidopsis thaliana] 
302868 

gct701168187.hl 

BLASTX 

g2578818 

140 

7.0e-09 

89 

38 

(AB000121) TBPIP [Mus musculus] 
302869 

gct701168208.hl 

BLASTX 

g2623311 

280 

3.0e-25 

74 

78 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi_3402720 (AC004261) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



302870 

gct701168210.hl 



42772 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!68918 

306 

2.0e-28 

88 

65 

(M13630) beta-tubulin [Neurospora crassa] 



302871 

gct701168294.hl 

BLASTX 

g481923 

174 

7.0e-13 

66 

52 

glutathione transferase 
(Onchocerca volvulus) 



(EC 2.5.1.18) - nematode 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302872 

gct701168304.hl 

BLASTX 

g585661 

211 

4.0e-17 

65 

60 

PEROXIDASE PRECURSOR >gi_2874 01_dbj_BAA03644_ 
peroxidase [Oryza sativa] 



(D14997) 



Seq. No. 


302873 


Seq. ID 


gct701168314.hl 


Method 


BLASTX 


NCBI GI 


g2330871 


BLAST score 


209 


E value 


6.0e-17 


Match length 


86 


% identity 


44 


NCBI Description 


(Z98603) hypothet. 


Seq. No. 


302874 


Seq. ID 


gct701168319.hl 


Method 


BLASTX 


NCBI GI 


gl25271 


BLAST score 


170 


E value 


2.0e-12 


Match length 


33 


% identity 


100 


NCBI Description 


CASEIN KINASE II, 



Seq. No. 
Seq. ID 
Method 



PHA CHAIN (CK II) (CK2 -ALPHA) 

>gi_100860_pir S19726 casein kinase II (EC 2.7.1.-) alpha 

chain - maize >gi_3318993_pdb_lA60_ Protein Kinase Ck2 
(Catalytic Subunit) From Zea Mays >gi_22117_emb_CAA4365 9_ 
(X61387) casein kinase II alpha subunit [Zea mays] 

302875 

gct701168594.hl 
BLASTX 



42773 



NCBI GI g2213629 

BLAST score 285 

E value 6.0e-26 

Match length 84 

% identity 64 

NCBI Description (AC000103) F21J9.21 [Arabidopsis thaliana] 

Seq. No. . 302876 

Seq. ID gct701168609.hl 

Method BLASTX 

NCBI GI g3540206 

BLAST score 235 

E value 5.0e-20 

Match length 52 

% identity 81 , 
NCBI Description (AC004260) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match leng.th 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302877 

gct701168771.hl 

BLASTX 

g3152596 

144 

5.0e-10 

62 
63 

(AC002986) YUP8H12R.36 [Arabidopsis thaliana] 
302878 

,gct701168773.hl 

BLASTX 

g4544449 

285 

6.0e-26 

84 

65 

(AC006592) putative peroxidase [Arabidopsis thaliana] 
302879 

gct701168787.hl 

BLASTN 

gl304265 

41 

3.0e-14 

105 

85 

Triticum aestivum mRNA for HALF- 1 , complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302880 

gct701168865.hl 

BLASTX 

g2627440 

175 ^ 

5.0e-13 

71 

48 

(AF019112) protein disulfide isomerase; 
[Dictydstelium discoideum] 



PDI; P5-like 



42774 




Seq. N#i' 


302881 


Seq. ID 


gct701168874 .hi 


Method 


BLASTX 


NCBI GI 


g2832680 


BLAST score 


185 


E value 


3.0e-14 




65 


% identitv 


26 


NPRT Dp print ion 


{AL021712 ) putative 


Sea. No. 


302882 


Seq. ID 


gct701168903.hl 


Method 


BLASTX 


NCBI GI 


g3746069 


BLAST score 


159 


E value 


4.0e-ll 


Match length 


88 


% identity 


32 


NCBI Description 


(AC005311) putative 




thaliana] 




protein [Arabidopsis thaliana] 



reverse transcriptase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302883 

gct701168909.hl 

BLASTN 

g3851002 

101 

8.0e-50 

171 

99 

Zea mays pyruvate dehydrogenase El beta subunit isoform 3 
mRNA, nuclear gene encoding mitochondrial protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302884 

gct701168944.hl 

BLASTX 

g3492806 

193 

4.0e-15 

82 

49 

(AJ225045) adventitious rooting related oxygenase [Malus 
domes tica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302885 

gct701168951.hl 

BLASTX 

gl27111 

176 

4.0e-13 

83 
45 

MAK11 PROTEIN >gi_101430_pir A29938 MAK11 protein - yeast 

(Saccharomyces cerevisiae) >gi__171877 (J03506) MAK11 
protein [Saccharomyces cerevisiae] >gi_486013_emb_CAA8185 6_ 
(Z28021) ORF YKL021c [Saccharomyces cerevisiae] 



42775 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302886 

gct701169008.hl 

BLASTX 

g2865171 

291 

l.Ge-26 

73 
75 

(AB010901) ribosomal protein L21 homolog 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302887 

gct701169011.hl 

BLASTX 

g3668074 

259 

8.0e-23 

73 

60 

(AC004667) hypothetical protein [Arabidopsis thaliana] 
302888 

gct701169046.hl 

BLASTX 

g3600052 

314 

3.0e-29 

79 

71 

(AF080120) contains similarity to glycosyl hydrolases 
family 9 {Pfam: glycosyl_hydro5 .hmm, score: 88.03) 
[Arabidopsis thaliana] 

302889 

gct701169086.hl 

BLASTX 

g3688209 

278 

5.0e-25 

85 

67 

(AJ010093) MAP3K beta 1 protein kinase [Brassica napus] 



302890 

gct701169105.hl 

BLASTN 

gl68406 

38 

4.0e-12 

146 

70 

Z.mays alcohol dehydrogenase 
complete cds 



(ADH-1 C-m allele) gene, 



Seq. No. 
"Seq. ID 



302891 

gct701169111.hl 



42776 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g462665~ 

271 

2.0e-24 

84 

71 

MAJOR VAULT PROTEIN ALPHA (MVP-ALPHA) 

>gi_539069_pir A47132 major vault protein alpha - slime 

mold (Dictyostelium discoideum) >gi_167960 {L08646X major 
vault protein-alpha [Dictyostelium discoideum] 

302892 

gct701169132.hl 

BLASTX 

g4567305 

293 

8.0e-27 

88 

60 

(AC005956) hypothetical protein [Arabidopsis thaliana] 
302893 

gct701169152.hl 

BLASTX 

g4490342 

284 

5.0e-26 

84 

70 

(AL035656) putative protein [Arabidopsis thaliana] 
302894 

gct701169206.hl 

BLASTX 

g4539301 

145 

2.0e-09 

71 

41 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



302895 

gct701169219.hl 

BLASTN 

g22364 

38 

3.0e-12 

42 

98 

Zea mays (Bz-McC allele) bzl gene for UFGT 
{UDPglucose: flavonol 3-0-glucosyltransf erase) 

302896 

gct701169255.hl 

BLASTX 

g3183094 



42777 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



183 

6.0e-14 

40 
90 

ORNITHINE CARBAMOYLTRANS FERASE PRECURSOR (OTCASE) 
(ORNITHINE TRANSCARBAMYLASE) >gi_971168 (U13684) ornithine 
carbamoyltransf erase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



302897 

gct701169332.hl 
BLAST N 
g4160401 
56 

7.0e-23 

128 
87 

Zea mays eIF-5 gene, exons 1-2 
302898 

gct701169348.hl 

BLASTX 

g3183130 

325 

1.0e-30 

84 
70 

PROBABLE GLUTAMATE 5-KINASE (GAMMA- GLUTAMYL KINASE) (GK) 
>gi_2330720_emb_CAB11222_ (Z98597) hypothetical glutamate 
5-kinase [Schizosaccharomyces pombe] 

302899 

gct701169427.hl 

BLASTX 

g4056506 

167 

3.0e-12 

53 

55 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 
302900 

gct701169448.hl 

BLASTX 

g3193302 

151 

2.0e-10 

54 

57 

(AF069298) contains similarity to a protein kinase domain 
(Pfam: pkinase.hmm, score: 166.20) and to legume lectins 
beta domain (Pfam: lectin_legB . hmm, score: 139.32) 
[Arabidopsis thaliana] 

302901 

gct701169476.hl 

BLASTX 

g4581108 



42778 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



188 

1.0e-14 

52 
65 

(AC005825) putative chloroplast outer membrane protein 
86, also very similar to GTP-inding protein from pea 
(GB:L36857) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302902 

gct701169484.hl 

BLASTN 

g404364 

89 

7.0e-43 

132 

92 

preprotrypsin [Fusarium oxysporum, mycelium, mRNA, 998 nt] 
>gi_2297153_emb_A41499.1_A41499 Sequence 1 from Patent 
W09426925 >gi_30134 33_gb_I7727 9_I77279 Sequence 1 from 
patent US 5693520 >gi_3206709_gb_I86991_I86991 Sequence 1 
from patent US 

302903 

gct701169512.hl 

BLASTX 

g2130196 

156 

6.0e-ll 

50 
64 

E6-AP-like protein ubiquitin ligase Publ - fission yeast 
( Schi zosaccharomyces pombe ) >gi_15 0 2 3 64_emb_CAA68 8 67_ 
(Y07592) ubiquitin — protein ligase [Schizosaccharomyces 
pombe] >gi_1519444 (U66716) E6-AP-like protein ubiquitin 
ligase [Schizosaccharomyces pombe] 

302904 

gct701169578.hl 

BLASTN 

gl68394 

132 

2.0e-68 

136 

99 

Wuglu; Zea mays; 



1292 base-pairs 



302905 

gct701170759.hl 

BLASTX 

g3757525 

217 

7.0e-18 

76 

50 

(AC005167) tetracycline transporter-like protein, 
partial [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302906 

gct701170773.hl 

BLASTX 

gl27980 

286 

6.0e-26 

78 
69 

NUCLEOSIDE DIPHOSPHATE KINASE (NDK) (NDP KINASE) (ABNORMAL 
WING DISCS PROTEIN) (KILLER-OF-PRUNE PROTEIN) 

>gi_84896_pir S01908 awd protein - fruit fly (Drosophila 

melanogaster) >gi_515218jpdb_lNDL_A Drosophila melanogaster 
>gi_515219_pdb_lNDL_B Drosophila melanogaster 
>gi_515220_pdb_lNDL_C Drosophila melanogaster 
>gi_1065372__pdb_lNSQ_A Drosophila melanogaster 
>gi_1065373_pdb_lNSQ_B Drosophila melanogaster 
>gi_1065374_pdb_lNSQ_C Drosophila melanogaster 
>gi_7635_emb_CAA31500_ (X13107) put. awd protein 
[Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302907 

gct701170816.hl 

BLASTX 

g543842 

236 

4.0e-20 

48 

98 

ADP-RIBOSYLATION FACTOR 1 >gi_477 617_pir A4 9520 

ADP-ribosylation factor 1 - fruit fly (Drosophila 
melanogaster) >gi_385340_bbs_133334 (S62079) 
ADP-ribosylation factor 1, ARF 1 [Drosophila melanogaster, 
Peptide, 182 aa] [Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302908 

gct701170834.hl 

BLASTN 

g577818 

33 

4.0e-09 

53 

91 

Z.mays gene for H2B histone 



(gH2B4) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302909 

gct701170868.hl 

BLASTX 

g4309698 

151 

4.0e-10 

58 
52 

(AC006266) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



302910 

gct701170901.hl 
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Method BLASTX 
NCBI GI gl706492 
BLAST score 144 
E value 2.0e-09 
Match length 54 

% identity 59 , 

NCBI Description DPY-30 PROTEIN >gi_733065 (U21302) nuclear protein 

essential for dosage compensation [Caenorhabditis elegans] 
>gi_3881834_emb_CAB01452_ (Z78019) predicted using 
Genefinder; Identity to C. elegans DPY-30 protein 
(TR:G733065) ; cDNA EST CEMSB57R comes from this gene; cDNA 
EST EMBL:D71517 comes from this gene; cDNA EST EMBL:D73128 
comes from this gene; cDNA EST EMBL 

302911 

gct701170944.hl 
BLASTX 
gl36053 
201 

5.0e-16 

73 
51 

TRIOSEPHOSPHATE ISOMERASE (TIM) >gi_68427_pir ISASTN 

triose-phosphate isomerase (EC 5.3.1.1) - Emericella 
nidulans >gi_217921_dbj_BAA00908_ (D10019) triosephosphate 
isomerase [Emericella nidulans] 



Seq. No. 


302912 


Seq. ID 


gct701170947.hl 


Method 


BLASTX 


NCBI GI 


g4154352 


BLAST score 


182 


E value 


7.0e-14 


Match length 


77 


% identity 


49 


NCBI Description 


(AF110333) PrMC3 [Pinus radiata] 


Seq. No. 


302913 


Seq. ID 


gct701170977.hl 


Method 


BLASTX 


NCBI GI 


g2500378 


BLAST score 


143 


E value 


2.0e-09 


Match length 


30 


% identity 


80 


NCBI Description 


60S RIBOSOMAL PROTEIN L37 



302914 

gct701170992.hl 

BLASTX 

gll71666 

159 

3.0e-ll 

46 

63 

NADH-UBIQUINONE OXIDOREDUCTASE 14.8 KD SUBUNIT (COMPLEX 
1-14. 8KD) (CI-14.8KD) >gi_1084978_pir S43840 NADH 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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dehydrogenase (ubiquinone) '(EC 1,6.5.3) - Neurospora crassa 
>gi_475915_emb_CAA53963_ (X76344) NADH dehydrogenase 
(ubiquinone) [Neurospora crassa] 



Seq. No. 


302915 


Seq. ID 


gct701171005.hl 


L. 1 LJL 


BLASTX 


NCBI GI 


g4218120 


D JuriO X o i_ LJ X C 


218 


T? TTja 1 lip 
J_i V CLX Li~ 


5 Oe-18 




65 


%. \ c\&t\\~ \ \~ \7 
O Xt-iCll L. -L 


60 


NCBI Description 


(AL035353) Proline-rich APG- 




thaliana] 


Seq. No. 


302916 


Sea ID 


gct701171045.hl 


Method 


BLASTX 


IN wJD X Ul 


CT 4510345 


BLAST qpnre 


154 


Hi Val LAG 


1 . 0e-10 


jyjau cn x eny uxi 


47 


& ^Hp'n^"^■^~'^7■ 

O _L LiCl L L. X L. y 


57 


KfPRT Dp <?r , T"i nt i nn 


(AC006921) unknown orotein 

V \s \y \J jL* -L, J \*A, X x XVJ» lv Till J* \~J K— \* X*l 


Seq. No. 


302917 


Seq. ID 


gct701171088.hl 




D±j_r_0 1 A, 


\fpDT (IT 


ct254187 6 

y _.. w> " x u / u 


DiiAoi score 


1 ft ^ 
IOj 




np-1 4 


lYiatcn XeTXg el- 


O -1 


s' i /"I o r"» 4" T ^"tr 


44 


WPRT Hp^pyi Tit i nn 

IN OX) X LJ~ OUJ — ir v — LUii 


(D26015) CND41, chloroplast 




[Nicotiana tabacum] 


Seq. No. 


302918 


Seq. ID - 


gct701172304.hl 


Moi~ HnH 

LiC L.UUU 


RLASTX 

X) XJ._~_.kJ X 


Vi X k_7 X 


a4455274 


O J-irlO J. o C,v_?x C 




j_t vaxuc 


4 . Oe-17 


TVif -|- /-iVi "1 on/~t"t~Vi 


/ _L 


% iaeiit_.iL.y 


67 


NCBI Descriotion 


(AL035527) spliceosoitie asso< 




thaliana] 


Seq. No. 


302919 


Seq. ID 


gct701172318.hl 


Method 


BLASTN 


NCBI GI 


g699622 


BLAST score 


45 


E value 


3.0e-16 


Match length 


45 



% identity 

NCBI Description 



100 

Maize mRNA for glutamine synthetase, complete cds 



42782 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302920 

gct701172321.hl 

BLASTX 

g2935344 

337 

6.0e-32 

86 

72 

(AF044313) anion channel protein [Arabidopsis thaliana] 
302921 

gct701172331.hl 

BLASTX 

g2829672 

148 

9.0e-10 

46 

67 

PROTEIN TRANSLATION FACTOR SUI1 >gi_4240113_dbj_BAA7483( 
(ABO 0157 4) SUI1 homologue [Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302922 

gct701172436.hl 

BLASTX 

g4263510 

222 

1.0e-18 

57 

79 

(AC004044) hypothetical protein 



[Arabidopsis thaliana] 



302923 

gct701172459.hl 

BLASTX 

gl346521 

338 

4.0e-32 

71 

92 

S-ADENOSYLMETHIONINE SYNTHETASE (METHIONINE 
ADENOS YLTRANSFERASE ) (ADOMET SYNTHETASE) 

>gi_2133316_pir S65800 methionine adenosyltransferase (EC 

2.5.1.6) - Neurospora crassa >gi_882335 (U21547) 
S-adenosylmethionine synthetase [Neurospora crassa] 

>gi_1589103_prf 2210293A Met (S-adenosyl) synthetase 

[Neurospora crassa] 

302924 

gct701172538.hl 

BLASTX 

g4455285 

141 

2.0e-20 

81 

67 

(AL035527) hypothetical protein [Arabidopsis thaliana] 



42783 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302925 

gct701172545.hl 

BLASTN 

g3819267 

68 

5.0e-30 

116 

90 

Hordeum vulgare genomic DNA fragment; clone MWG0526.um 
302926 

gct701172659.hl 

BLASTX 

g2708309 

210 

5.0e-17 

55 
67 

(AF016371) U-snRNP-associated cyclophilin [Homo sapiens] 
>gi_3647230 (AF036331) cyclophilin [Homo sapiens] 

302927 

gct701172715.h2 

BLASTX 

g3046695 

273 

2.0e-24 

76 

68 

(AL022224) putative protein [Arabidopsis thaliana] 
302928 

gct701172735.h2 

BLASTX 

g2286153 

258 

1.0e-22 

76 

70 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 
302929 

gct701172739.h2 

BLASTX 

g2660670 

293 

8.0e-27 

85 
61 

(AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



302930 

gct701172814.h2 

BLASTX 

g4262232 

166 



42784 



# 



E value 
Match length 
% identity 
NCBI Description 



6.0e-12 

86 

43 

(AC006200) putative ribosomal protein L7 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302931 

gct701172834.h2 

BLASTX 

g2851483 

240 

1.0e-20 

78 
68 

HEAT SHOCK PROTEIN HSP1 (65 KD IGE-BINDING PROTEIN) 
>gi_1930153 (U92465) heat shock protein [Aspergillus 
fumigatus] 

302932 

gct701172919.h2 

BLASTX 

g3395440 

188 

2.0e-14 

68 

47 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
302933 

gct701172937.h2 

BLASTX 

g3513738 

259 

8.0e-23 

80 

57 

(AF080118) similar to the GDSL family of lipolytic enzymes 
[Arabidopsis thaliana] 



Seq. No. 


302934 


Seq. ID 


gct701173011.h2 


Method 


BLASTX 


NCBI GI 


gl769887 


BLAST score 


272 


E value 


1.0e-24 


Match length 


60 


% identity 


78 


NCBI Description 


(X95736) amino . 


Seq. No. 


302935 


Seq. ID 


gct701173070.h2 


Method 


BLASTX 


NCBI GI 


g4239696 


BLAST score 


215 


E value 


1.0e-17 


Match length 


59 


% identity 


64 



6 [Arabidopsis thaliana] 
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NCBI Description (AJ132767) hypothetical protein [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302936 

gct70U73093.h2 

BLASTX 

g3845301 

160 

4.0e-ll 

52 
67 

(AE001422) ribosomal protein S30 [Plasmodium falciparum] 
302937 

gct701173127.hl 

BLASTX 

g4539301 

259 

8.0e-23 

73 

64 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302938 

gct701173167.hl 

BLASTX 

g4587556 

302 

8.0e-28 

89 

63 

(AC006577) Similar to gi_1653162 (p)ppGpp 
3-pyrophosphohydrolase from Synechocystis sp genome 
gb_D90911. EST gb_W43807 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302939 

gct701173218.h2 

BLASTX 

gll70092 

190 

1.0e-14 

45 

73 

GLUTATHIONE S-TRANSFERASE IV (GST-IV) (GST-27) (CLASS PHI) 

>gi 1076807_pir S52037 glutathione transferase (EC 

2.571.18) 27K chain - maize >gi_529015 (U12679) glutathione 
S-transferase IV [Zea mays] >gi_695789_emb_CAA56047_ 
(X79515) glutathione transferase [Zea mays] 

>gi_1094866_prf 2106424A glutathione 

S-transferase :ISOTYPE=IV [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



302940 

gct701173267.h2 

BLASTN 

g21810 

.34 
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F. v3 1 hp 


7.0e-10 


Match length 


38 




97 


NCBI DescriDtion 


T.aestivum mRNA for heat shock protein 26. 6B 


Cp/r 

iJCU • INU • 


302941 


Sea. ID 


gct701173270.h2 






NCBI GI 


g218511 


BLAST score 


181 


V T73 "1 1 1 O 


1 . Oe-13 


Match l^ncrth 

L J.CL \_»11 X^ll 1 ^ Lll 


53 




68 


KTPRT Dp^rriDtion 


(D10226) ribosomal protein YL16 [Saccharomyces cerevisiae] 




302942 


Seq. ID 


gct701173358.h2 




BLASTX 


NCBI GI 


g2826786 


BLAST score 


173 


W 1 no 

£_> VCl±UC 


7 . Oe-13 


M^1~ph 1 print h 

J. MCI I— Oil X VilM O-IJ- 


42 


x> J_t^lt;ii L.-L \~y 


79 


NCBI Description 


(Y10905) RAPB protein [Oryza sativa] 




302943 


Sea ID 


gct701173469.h2 


Method 




IN 151. ox 


a3551960 


BLAST score 


329 


E value 


4.0e-31 


Ma-l-on 1 onrrth 
l. v laXoll _L til ly L.I1 


76 




84 




(AF082033) senescence-associated protein 15 [Hemerocallis 




hybrid cultivar] 




302944 


Sea ID 


gct701173560.hl 




BLASTX 


NCBI GI 


rrl 1 701 40 


BLAST score 




E value 


4.0e-41 


Match length 


85 


2- -1 /SoTl "t" 1 ^~\7 
O _L vJ.C 11 L X L. _y 


96 




PUTATIVE ENDOGLUCANASE TYPE K PRECURSOR 


(ENDO-1, 4 -BETA-GLUCANASE ) (CELLULASE) >gi_520823 (L29381) 




K- family cellulase homologue [Fusarium oxysporum] 


Con \To 
OSCJ. INO * 




Seq. ID 


gct701173585.hl 


Method 


BLASTX 


NCBI GI 


gl346945 


BLAST score 


152 


E value 


7.0e-15 



Match length 60 
% identity 67 

NCBI Description 60S RIBOSOMAL PROTEIN YL35 (L37A) >gi_1084777 j?ir S54068 
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ribosomal protein L37a.e - yeast (Saccharomyces cerevisiae) 
>gi 805027 emb_CAA89164_ (Z49219) unknown [Saccharomyces 
cerevisiae] >gi_1314115_emb_CAA94991_ (Z71255) unknown 
[Saccharomyces cerevisiae] >gi_1370300_emb_CAA97993_ 
(Z73616) 10 kDa protein of 60S ribosomal subunit 
[Saccharomyces cerevisiae] >gi_2131104_emb_CAA89623_ 
(Z49594) ORF YJR094w-a [Saccharomyces cerevisiae] 
>gi_2131105_emb_CAA89625_ (Z49595) ORF YJR094w-a 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302946 

gct701173616.hl 

BLASTX 

g2499488 

299 

3.0e-30 

89 

73 

PYROPHOSPHATE — FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) { 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 

(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE ) 

(PPI-PFK) >gi_483547_emb_CAA83682__ (Z32849) 
pyrophosphate-dependent phosphof ructokinase alpha subunit 

[Ricinus " communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302947 

gct701173618.hl 

BLASTX 

gl049374 

201 

5.0e-16 

62 

68 

(U39649) possible psuedogene, similar to bltlOl 
protein-barley PIR:S40406 and ZK632.10 Swiss Prot: 
[Caenorhabditis elegans] 



P34655 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302948 

gct701173648.hl 

BLASTX 

g416615 

330 

4.0e-31 

92 

66 

ALKALINE PROTEINASE PRECURSOR (ALP) >gi_419912_pir S32905 

serine proteinase (EC 3.4.21.-) prbl precursor - fungus 
(Trichoderma harzianum) >gi_170539 (M87516) alkaline 
proteinase [Trichoderma harzianum] >gi_170545 (M87518) 
alkaline proteinase [Trichoderma harzianum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



302949 

gct701173678.hl 

BLASTX 

g516118 

254 

2.0e-30 



42788 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 
72 

(L08469) envelope Ca2+-ATPase [Arabidopsis thaliana] 



302950 

gct701173691.hl 

BLASTX 

g!352223 

250 

9.0e-22 

85 

52 

ORNITHINE DECARBOXYLASE 
ornithine decarboxylase 
>gi 49440 emb CAA34784 



(AA 1-455) [Cricetus cricetus] 



(ODC) >gi__67992_pir DCHYOC 

(EC 4.1.1.17) - Chinese hamster 
(X16910) ornithine decarboxylase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302951 

gct701173708.hl 

BLASTX 

g729823 

319 

9.0e-30 

92 

67 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1084977_pir S55278 translation initiation factor 

eIF-5A - Neurospora crassa >gi_409567 (U02638) initiation 
factor 5a [Neurospora crassa] 

302952 

gct701173745.hl 

BLASTX 

g3075400 

152 

3.0e-10 

43 

60 

(AC004484) putative thromboxane -A synthase [Arabidopsis 
thaliana] >gi_3413720 (AC004747) putative thromboxin-A 
synthase [Arabidopsis thaliana] 

302953 

gct701173762.hl 

BLASTX 

gl710760 

235 

6.0e-20 

54 

87 

PROBABLE 40S RIBOSOMAL PROTEIN S28 (S33) 

>gi_1256529_emb_CAA94635_ (Z70691) ribosomal protein S28 
[Schizosaccharomyces pombe] >gi_3581915_emb_CAA20854_ 
(AL031545) probable 40s ribosomal protein 28s 
[Schizosaccharomyces pombe] 



Seq. No. 



302954 



42789 



# 



Seq. ID gct701173778.hl 

Method BLASTN 

NCBI GI g4160401 

BLAST score 48 

E value 4.0e-18 

Match length 88 

% identity 90 

NCBI Description Zea mays eIF-5 gene, exons 1-2 

Seq. No. 302955 

Seq. ID gct701173786.hl 

Method BLASTX 

NCBI GI g3236247 

BLAST score 176 

E value 4.0e-13 

Match length 78 

% identity 44 _ , , 

NCBI Description (AC004684) SCARECROW- like protein [Arabidopsis thaliana] 

Seq, No. 302956 

Seq. ID gct701173804.hl 

Method BLASTX 

NCBI GI g3123215 

BLAST score 214 

E value 2.0e-17 

Match length 67 

% identity 60 . % 

NCBI Description DNAJ PROTEIN >gi_1514439_dbj_BAA12282_ (D84222) DnaJ 

homologue [Thermus thermophilus] >gi_1542950_erab_CAA69161_ 
(Y07826) DnaJ-homologue [Thermus thermophilus] 



Seq. No. 302957 

Seq. ID gct701173857.hl 

Method BLASTX 

NCBI GI g4559380 

BLAST score 181 

E value 4.0e-19 

Match length 76 

% identity 58 

NCBI Description (AC006526) putative auxin-responsive GH3 protein 
[Arabidopsis thaliana] 

302958 

gct701173877.hl 
BLASTX 
g2702277 
143 

3.0e-09 
71 
45 

(AC003033) putative cyclin g-associated kinase [Arabidopsis 
thaliana] >gi_2914689 (AC003974) putative cyclin 
g-associated kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 302959 

Seq. ID gct701173894.hl 

Method BLASTX 



42790 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4646223 
210 

2.0e-19 

81 
60 

(AC007295) hypothetical protein, 5' partial [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302960 

gct701173901.hl 

BLASTX 

g431762 

237 

3.0e-20 

73 

56 

(L224 94 ) cytochrome 



b5 [Saccharomyces cerevisiae] 



302961 

gct701173909.hl 

BLASTX 

g2104536 

177 

2.0e-13 

45 

64 

(AF001308) predicted glycosyl transferase [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



302962 

gct701173932.hl 

BLASTX 

g3218543 

397 

6.0e-39 

86 
90 

(AB004813) alternative oxidase [Oryza sativa] 
>gi_3218548_dbj_BAA28774__ (AB004865) alternative oxidase 
[Oryza sativa] 



302963 

gct701174166.hl 

BLASTX 

gl708191 

184 

6.0e-14 

47 
64 

HEXOSE CARRIER PROTEIN HEX 6 >gi_4 67319 
carrier protein [Ricinus communis] 



(L08188) hexose 



302964 

gct701174188.hl 

BLASTN 

g2226330 

73 



42791 



E value 
Match length 
% identity 
NCBI Description 



2.0e-33 

102 

91 

Zea mays physical impedance induced protein (IIG2) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302965 

gct701174191.hl 

BLASTX 

g2275204 

266 

1.0e-23 

82 
56 

(AC002337) DNA binding protein isolog [Arabidopsis 
thaliana] 



Seq. No. 


ouzy do 


Seq. ID 


gct/011 /4zoo.nl 


Method 


DT 7\ CTV 

tJiiAb 1 A 


NCBI GI 


™. A A A CH C 1 

g44Uo / ol 


BLAST score 


o o o 


E value 




Match length 


84 


% identity 


79 


NCBI Description 


(AC006836) putative ubiquinone biosynthesis protein 




[Araoiaopsis rnaxianaj 


Seq. No. 


302967 


Seq. ID 


get/ 01174^ bl .nl 


Method 


BLASTX 


NCBI GI 


gzyoO / bo 


BLAST score 


I/O 


E value 


3 . Oe-li 


Marcn lengun 




% identity 


78 


NCBI Description 


(AL022198) putative protein [Arabidopsis thaliana] 


Seq. No. 


302968 


Seq. ID 


gct701174304.hl 


Method 


BLASTX 


NCBI GI 


g3341696 


BLAST score 


299 


E value 


2.0e-27 


Match length 


96 


% identity 


60 


NCBI Description 


(AC003672) unknown protein [Arabidopsis thaliana] 


Seq. No. 


302969 


Seq. ID 


gct701174319.hl 


Method 


BLASTX 


NCBI GI 


g4079632 


BLAST score 


246 


E value 


3.0e-21 


Match length 


93 


% identity 


48 


NCBI Description 


(AJ131722) hypothetical protein [Arabidopsis thaliana 



42792 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302970 

gct701174339.hl 

BLASTX 

g3420004 

208 

9.0e-17 

92 
45 

(AF000305) steroid sulfotransf erase 



1 [Brassica napus] 



Seq. No. 
Seq. ID 
Method 



302971 

gct701174365.hl 

BLASTX 

g4558558 

224 

1.0e-18 

87 

47 

(AC007138) putative polygalacturonidase [Arabidopsis 
thaliana] 

302972 

gct701174367.hl 

BLASTX 

gl574946 

222 

2.0e-18 

53 

77 

(U38612) caf feoyl-coenzymeA O-methyltransf erase [Nicotiana 
tabacum] 

302973 

gct701174387.hl 

BLASTX 

gl841864 

142 

4.0e-09 

52 

52 

(U87108) nucleic acid binding protein [Trypanosoma 
equip erdum] 

302974 

gct701174755.hl 

BLASTX 

g2598575 

216 

7.0e-18 

59 

66 

(Y15293) MtN21 [Medicago truncatula] 
302975 

gct701174816.hl 
BLASTX 



42793 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3289002 
410 

2.0e-40 

83 
94 

(AF073522) CRP1 [Zea mays] 
302976 

gct701174842.hl 

BLASTX 

g3687251 

171 

2.0e-12 

69 

54 

(AC005169) unknown protein [Arabidopsis thaliana] 
302977 

gct701174874.hl 

BLASTX 

g548584 

332 

2.0e-31 

78 
72 

SERINE/THREONINE PROTEIN PHOSPHATASE PPE1 (PHOSPHATASE 

ESP1) >gi_477056__pir A47727 cell shape control protein 

phosphatase ppel - fission yeast (Schizosaccharomyces 
pombe) >gi_312020_emb_CAA79358_ (Z18925) type2A-like 
protein phosphatase [Schizosaccharomyces pombe] 
>gi_391946_dbj_BAA02865_ (D13712) protein phosphatase 
[ Schi zosaccharomyces pombe ] >gi_35 8 188 8_emb_CAA2 0 7 8 6_ 
(AL031540) serine-threonine protein phosphatase 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



302978 

gct701174884.hl 

BLASTX 

g2501499 

275 

1.0e-24 

85 
60 

INDOLE- 3 -ACETATE BETA-GLUCOSYLTRANSFERASE { IAA-GLU 
SYNTHETASE) { {URIDINE 

5 1 -DIPHOSPHATE-GLUCOSE : INDOL- 3 - YLACET YL ) -BETA- D-GLUCOS YL 

TRANSFERASE) >gi_626043__pir A54739 indole-3-acetate 

beta-glucosyltransferase (EC 2.4.1.121) - maize >gi_548195 
(L34847) IAA-glu synthetase [Zea mays] 

302979 

gct701174937.hl 

BLASTX 

g2961466 

154 

1.0e-10 
46 



42794 



% identity 63 , 

NCBI Description (U97699) LIM domain protein [Dictyostelium dxscoideumj 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



302980 

gct701175046.hl 

BLASTX 

g3522943 

313 

4.0e-29 

89 

41 

(AC004411) putative p-glycoprotein [Arabidopsis thaliana] 
302981 

gct701175062.hl 

BLASTX 

g2829918 

230 

3.0e-19 

70 

66 

(AC002291) similar to "tub" protein gp_U824 68_2072162 
[Arabidopsis thaliana] 

302982 

gct701175119.hl 

BLASTX 

g282881 

270 

4.0e-24 

84 

62 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi_166846 (M84658) receptor-like protein kinase 
[Arabidopsis thaliana] 

302983 

gct701175136.hl 

BLASTX 

g3776559 

261 

4.0e-23 

84 

58 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAG 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

302984 

gct701175205.hl 

BLASTX 

g2276396 

191 

7.0e-15 

73 
53 



42795 



NCBI Description (U72514) C2f [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302985 

gct701175217.hl 

BLASTX 

g3367793 

260 

6.0e-23 

59 

83 

(AL031154) 40s ribosomal protein s27 type 
[Schizosaccharomyces pombe] 

302986 

gct701175240.hl 

BLASTX 

g3935148 

197 

1.0e-15 

71 
62 

(AC005106) T25N20.12 [Arabidopsis thaliana] 
302987 

gct701175261.hl 

BLASTX 

gl905775 

326 

1.0e-30 

75 
69 

(Y11930) putative protein kinase [Arabidopsis thaliana] 
302988 

gct701175267.hl 

BLASTX 

g3023178 

242 

7.0e-21 

62 

84 

14-3-3 PROTEIN EPSILON (SUPPRESSOR OF RAS1 3-9) >gi_1814377 
(U84897) 14-3-3 epsilon isoform [Drosophila melanogaster ] 
>gi_1814382 (U84898) 14-3-3 epsilon isoform [Drosophila 
melanogaster] 

302989 

gct701175335.hl 

BLASTX 

g4006918 

187 

2.0e-14 

62 
60 

(Z99708) peroxidase like protein [Arabidopsis thaliana] 



Seq. No. 



302990 



42796 




Seq. ID gct701175417.hl 

Method BLASTX 

NCBI GI g4432822 

BLAST score 246 

E value 3.0e-21 

Match length 86 

% identity 56 , 
NCBI Description (AC006593) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 302991 

Seq. ID gct701175616.hl 

Method BLASTX 

NCBI GI g3659509 

BLAST score 199 

E value 1.0e-15 

Match length 77 



% identity , , 

NCBI Description (AF055919) putative serine/threonine protein kinase MAK- 
[Mus musculus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



302992 

gct701175712.hl 

BLASTX 

g4539383 

174 

6.0e-13 

83 
37 

(AL035526) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 


302993 


Seq. ID 


gct701175873.hl 


Method 


BLASTX 


NCBI GI 


g4508079 


BLAST score 


180 


E value 


1.0e-13 


Match length 


75 


% identity 


48 


NCBI Description 


(AC005882) 66284 [Arabidopsis 


Seq. No. 


302994 


Seq. ID 


gct701175887.hl 


Method 


BLASTX 


NCBI GI 


g2827528 


BLAST score 


184 


E value 


5.0e-14 


Match length 


83 


% identity 


43 


NCBI Description 


(AL021633) predicted protein 


Seq. No. 


302995 


Seq. ID 


gct701175904.hl 


Method 


BLASTX 


NCBI GI 


gl362150 


■BLAST score 


260 


E value 


6.0e-23 



42797 



Match length 

% identity 

NCBI Description 



67 
72 

hypothetical protein (clone AFN3) - wild oat (fragment) 
>gi_726478 (U20000) putative 0RF1 [Avena fatua] 



beg. wo. 






ULL / Uil / JI/U^i • iiX 


Metnou 


tixiAolJN 




rr4 991 ^ 


dIjAoi score 




E value 


Z . Ue fiO 


riaucn xciiyLxi 


994 






IN V_/Xj X JJCSL-i.X^'LXUXl 


7. p a ni3v9 Ztti R R 1 m RNA 


Seq. No. 


302997 


Seq. ID 


gct701175975.hl 


Method 


BLASTX 


NCBI GI 


g44328€0 


BLAST score 


184 


E value 


5.0e-14 


Match length 


91 


% identity 


12 


NCBI Description 


(AC006300) putative 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



[Arabidopsis thaliana] 
302998 

gct701176012.hl 

BLASTN 

g2463510 

54 

1.0e-21 

173 

84 

Z.mays small nuclear RNA genes snoRl.l, snoR2.2, snoR3.2, 
014.1a, U14.1b, U14.1c and U14 . Id 

302999 

gct701176046.hl 

BLASTX 

g282382 

157 

8.0e-ll 

86 
36 

pyruvate kinase (EC 2.7.1.40) (version 1) - Bacillus 
stearothermophilus >gi_47828_emb_CAA40994_ (X57859) 
pyruvate kinase [Bacillus stearothermophilus] 

303000 

gct701176080.hl 

BLASTX 

g4262147 

175 

6.0e-13 

87 

44 



42798 



NCBI Description (AC005275) putative homolog of transport inhibitor response 
1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303001 

gct701176123.hl 

BLASTX 

g4099090 

178 

2.0e-13 

42 

79 

(U83178) unknown [Arabidopsis thaliana] 
303002 

gct701176142.hl 

BLASTX 

gl946361 

145 

2.0e-09 

70 

40 

(U93215) C3HC4 zinc finger protein isolog 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



303003 

gct701176152.hl 

BLASTX 

g2306977 

283 

1.0e-25 

87 

57 

(AF010145) hexose transporter [Aspergillus parasiticus] 
303004 

gct701176158.hl 

BLASTX 

g4585873 

317 

1.0e-29 

84 

69 

(AC005850) Putative protein kinase [Arabidopsis thaliana] 
303005 

gct701176165.hl 

BLASTX 

g4455176 

207 

1.0e-16 

70 
60 

(AL035521) hypothetical protein [Arabidopsis thaliana] 
303006 

gct701176318.hl 
BLASTX 



42799 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3152596 
180 

2.0e-13 

92 
50 

(AC002986) YUP8H12R.36 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303007 

gct7 0117 6320 :hl 

BLASTX 

gl351122 

203 

3.0e-16 

80 
51 

THIAZOLE BIOSYNTHETIC ENZYME {STRESS-INDUCIBLE PROTEIN 

STI35) >gi_280494_pir B37767 stress-inducible protein 

sti35 - fungus (Fusarium oxysporum) >gi_168164 (M33643) 
STI35 protein [Fusarium oxysporum] 



Seq. No. 


303008 


Seq. ID 


gct701176332.hl 


Method 


BLASTX 


NCBI GI 


gzo65394 


BLAST score 


438 


E value 


1.0e-43 


Match length 


94 


% identity 


95 


NCBI Description 


(AF036949) basic leucine 


Seq. No. 


303009 


Seq. ID 


gct701176334.hl 


Method 


BLASTX 


NCBI GI 


g4455223 


BLAST score 


161 


E value 


3.0e-ll 


Match length 


52 


% identity 


65 


NCBI Description 


(AL035440) putative DNA ] 




thaliana] 


Seq. No. 


303010 


Seq. ID 


gct701176373.hl 


Method 


BLASTN 


NCBI GI 


g4206305 


BLAST score 


83 


E value 


5.0e-39 


Match length 


267 


% identity 


84 


NCBI Description 


Zea mays retrotransposon 


Seq. No. 


303011 


Seq. ID 


gct701176378.hl 


Method 


BLASTX 


NCBI GI 


gll73198 


BLAST score 


344 


E value 


8.0e-33 



[Zea mays] 



complete sequence 



42800 



Match length 80 
% identity 81 

NCBI Description 40S RIBOSOMAL PROTEIN S13 >gi_480095_pir S36423 ribosomal 

protein S13.e - garden pea >gi_396639_emb_CAA80974_ 
(Z25509) ribosomal protein S13 [Pisum sativum] 

303012 

gct701176379.hl 
BLASTX 
g2137741 
166 

6.0e-12 

58 
62 

ribosomal protein fau - mouse >gi_50950__emb_CAA4 6715_ 
(X65922) fau [Mus musculus] >gi_497611 (L33715) Fau gene 
product [Mus musculus] >giJL060927_dbj_BAA05655_ (D26610) 
monoclonal nonspecific suppressor factor beta [Mus 
musculus] 

303013 

gct701176393.hl 
BLASTX 
g3024706 
265 

2.0e-23 
83 
59 

TRANSCRIPTION INITIATION FACTOR TFIID 18 KD SUBUNIT 

(TAFII-18) (TAFII18) >gi__1362894__pir S54782 PolII 

transcription factor TFIID chain hTAFII18 - human 
>gi_791053_emb_CAA58827_ (X84003) PolII transcription 
factor TFIID [Homo sapiens] 



Seq. No. 303014 

Seq. ID gct701176395.hl 

Method BLASTN 

NCBI GI gl68487 

BLAST score 93 

E value 2.0e-45 

Match length 112 

% identity 96 

NCBI Description Maize glutathione S-transf erase gene (GST-I), exons 2 and 3 

Seq. No. 303015 

Seq. ID gct701176462.hl 

Method BLASTX 

NCBI GI g2047324 

BLAST score 142 

E value 4.0e-09 

Match length 38 

% identity 71 

NCBI Description (U80192) HAL3 homolog [Arabidopsis thaliana] 

Seq. No, 303016 

Seq. ID gct701176501.hl 

Method BLASTX 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42801 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2500647 
175 

7.0e-13 

53 
58 

SMALL NUCLEAR RIBONUCLEOPROTEIN E HOMOLOG SME1 

>gi_2133142_pir S67047 SME1 protein - yeast (Saccharomyces 

cerevisiae) >gi_1293719 (U55020) similar to the mammalian 
snRNP-E involved in splicing, CAI : 0.12; snRNPE homolog 
[Saccharomyces cerevisiae] >gi_1420395_emb_CAA99365_ 
(Z75067) ORF YOR159c [Saccharomyces cerevisiae] 
>gi_1694906_emb_CAA63198_ (X92449) core snRNP protein E 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST ^ score 

E value 

Match length 

% identity 

NCBI Description 



303017 

gct701176522.hl 

BLASTX 

g4115914 

303 

6.0e-28 

84 

63 

(AF118222) contains similarity to Iron/Ascorbate family of 
oxidoreductases (Pfam: PF00671, Score=297.8, E=1.3e-85, 
N=l) [Arabidopsis thaliana] >gi__4539410_emb_CAB40043 . 1_ 
(AL049524) putative Fe (II) /ascorbate oxidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303018 

gct701176526.hl 

BLASTX 

g2072023 

361 

9.0e-35 

86 

80 

(U93506) symbiosis-related protein 



[Laccaria bicolor] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303019 

gct701176532.hl 

BLASTX 

g3941414 

280 

2.0e-25 

74 

78 

(AF0628 61) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



303020 

gct701176578.hl 

BLASTX 

g4539406 

249 

1.0e-21 

69 

70 



42802 



NCBI Description 



(AL049524) putative retrotransposon [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303021 

gct701176670.hl 

BLASTN 

g2804611 

37 

2.0e-ll 

49 

94 

Podospora anserina suppressor of vegetative incompatibility 
MOD-E (mod-E) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303022 

gct701176695.hl 

BLASTX 

g3688123 

147 

6.0e-10 

64 

53 

(AJ006293) granule-bound starch synthase [Antirrhinum 
ma jus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303023 

gct701176735.hl 

BLASTX 

g547627 

211 

3.0e-17 

53 
74 

HES1 PROTEIN >gi_630294_pir S42677 HES1 protein - yeast 

(Saccharomyces cerevisiae) >gi_433365 (U03914) Heslp 
[Saccharomyces cerevisiae] >gi_1420543_emb_CAA99458_ 
(Z75145) ORF YOR237w [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303024 

gct701176738.hl 

BLASTX 

g626100 

269 

5.0e-24 

78 

65 

aminopeptidase Y 



(EC 3.4.11.-) precursor - yeast 



(Saccharomyces cerevisiae) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303025 

gct701176827.hl 

BLASTX 

g2494132 

165 

7.0e-12 

41 

66 

(AC002376) Contains similarity to human dimethylaniline 



42803 



monooxygenase (gb_M64082) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303026 

gct701176828.hl 

BLASTX 

g3980380 

291 

1.0e-26 

80 
62 

(AC004561) putative enolase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303027 

gct701177012.hl 

BLASTX 

g2494165 

343 

1.0e-32 

81 

75 

DNA LIGASE {POLYDEOXYRIBONUCLEOTIDE SYNTHASE (ATP)) 

>gi_2129574_pir S71278 DNA ligase - Arabidopsis thaliana 

>gi_1359495_emb_CAA66599_ (X97924) DNA ligase [Arabidopsis 
thaliana] 



Seq. No. 


303028 


Seq. ID 


l_ "I /"S "1 1 THAI O 1— 1 

get 7 01177 013 .hi 


Method 


BLASTX 


NCBI GI 


g543217 


BLAST score 


256 


E value 


2.0e-22 


Match length 


68 


% identity 


68 


NCBI Description 


ribosomal protein S24 - mouse >gi 437878_emb_ 




(X71972) mrp S24 [Mus musculus] 


Seq. No. 


303029 


Seq. ID 


gct701177043.hl 


Method 


BLASTX 


NCBI GI 


g3337367 


BLAST score 


171 


E value 


1.0e-12 


Match length 


44 


% identity 


68 


NCBI Description 


(AC004481) hypothetical protein [Arabidopsis 


Seq. No. 


303030 


Seq. ID 


gct701177052.hl 


Method 


BLASTN 


NCBI GI 


g21447 


BLAST score 


68 


E value 


5.0e-30 


Match length 


68 


% identity 


100 


NCBI Description 


S. tuberosum gene for U6 small nuclear RNA 


Seq. No. 


303031 



42804 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gct701177062.hl 

BLASTX 

g3236235 

142 

3.0e-09 

58 

47 

(AC004684) unknown protein [Arabidopsis thaliana] 
>gi_4056501 (AC005896) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303032 

gct701177106.hl 

BLASTX 

g4097094 

279 

4.0e-25 

79 
75 

(U45447) vacuolar proton-ATPase subunit D [Oryctolagus 
cuniculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303033 

gct701177121.hl 

BLASTX 

g4220485 

253 

4.0e-22 

80 

56 

(AC006069) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303034 

gct701177124.hl 

BLASTX 

g2135893 

145 

2.0e-09 

59 

47 

peptidylprolyl isomerase (EC 5.2.1.8) A - human 
>gi_4406227_gb_AAD19906_ (AF104012) peptidyl -prolyl 
cis-trans isomerase E [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303035 

gct701177165.hl 

BLASTX 

g3127857 

162 

2.0e-ll 

78 

46 

(AJ005837) putative progesterone binding protein [Rattus 
norvegicus] 



Seq. No. 



303036 



42805 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gct701177190.hl 

BLASTX 

g3193309 

232 

1.0e-19 

96 
48 

(AF069300 



No definition line found [Arabidopsis thaliana] 



303037 

gct701177216.hl 

BLASTX 

g584892 

351 

l.Ge-33 

89 
76 

SERINE CARBOXY PE PTI DASE I PRECURSOR ( CARBOX YPE PT I DAS E C) 

>gi_629805_pir S43516 serine carboxypeptidase I - rice 

>gi_409580_dbj_BAA04510_ (D17586) serine carboxypeptidase I 
[Oryza sativa] 

303038, 

gct701177218.hl 

BLASTX 

g2739371 

396 

7.0e-39 

90 
83 

(AC002505) unknown protein [Arabidopsis thaliana] 
303039 

gct701177233.hl 

BLASTX 

g4467116 

203 

3.0e-16 ^ 

56 

59 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
303040 

gct701177255.hl 

BLASTX 

g3182916 

180 

6.0e-16 

65 
65 

ADP-RIBOSYLATION FACTOR >gi_1565278_emb_CAB02498_ (Z80359) 
ADP-ribosylation factor [Plasmodium falciparum] >gi_1932731 
(U57370) ADP-ribosylation factor [Plasmodium falciparum] 



Seq. No. 
Seq. ID 
Method 



303041 

gct701177261.hl 
BLASTX 



42806 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3805845 
242 

8.0e-21 

79 

57 

(AL031986) putative protein [Arabidopsis thaliana] 
303042 

gct7011772€2.hl 

BLASTX 

g4006892 

226 

6.0e-19 

80 
61 

(Z99708) glucosyltransf erase-like protein [Arabidopsis 
thaliana] 

303043 

gct701177287.hl 

BLASTX 

gll68489 

211 

2.0e-20 

81 

56 

ADP-RIBOSYLATION FACTOR >gi_727191 (M54910) 
ADP-ribosylation factor [Candida albicans] 

303044 

gct701177378.hl 

BLASTX 

g4580472 

155 

8.0e-ll 

48 

54 

(AC006081) DNA binding protein; similar to CDC27 and nuclear 
scaffold proteins [Arabidopsis thaliana] 

303045 

gct701177393.hl 

BLASTN 

g22435 

35 

2.0e-10 

47 

94 

Z.mays PK1 gene for receptor-like protein kinase 
303046 

gct701177430.hl 

BLASTX 

g4581120 

146 

1.0e-09 
86 



42807 



% identity 

NCBI Description 



41 

(AC005825) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303047 

gct701177459.hl 

BLASTX 

g416935 

344 

7.0e-33 

80 

78 

ELONGATION FACTOR 2 (EF-2) >gi_283128_pir A41778 

translation elongation factor eEF-2 - yeast (Saccharomyces 
cerevisiae) >gi_171442 (M59370) translation elongation 
factor 2 [Saccharomyces cerevisiae] >gi_549849 (M59369) 
translation elongation factor 2 [Saccharomyces cerevisiae] 
>gi_927318 (U32274) Eft2p: translation elongation factor 2 
(EF-2); CAI: 0.80 [Saccharomyces cerevisiae] 
>gi_1050821_emb_CAA62116_ (X90518) ORF 03317 [Saccharomyces 
cerevisiae] >gi_1164977_emb_CAA64052_ (X94335) YOR3317w 
[Saccharomyces cerevisiae] >gi_1420342_emb_CAA99332_ 
(Z75041) ORF YOR133w [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303048 

gct701177475.hl 

BLASTX 

g4506715 

205 

1.0e-16 

58 

71 

ribosomal protein S28 
RIBOSOMAL PROTEIN S28 
protein S28 - rat >gi_ 
ribosomal protein S28 
ribosomal protein S28 
ribosomal protein S28 
ribosomal protein S28 
RPS28 [Mus musculus] 



>gi_133903_sp_P25112__RS28_HUMAN 4 OS 

>gi_7104 9_pir R3RT28 ribosomal 

57726_emb_CAA41967_ (X59277) 
"[Rattus rattus] >gi_337403 (L05091) 
[Homo sapiens] >gi_508266 (U11248) 
[Mus musculus] >gi_1518637 (U58682) 
[Homo sapiens] >gi_4050094 (AF110520) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303049 

gct701177525.hl 

BLASTX 

g3894158 

143 

3.0e-09 

66 

44 

(AC005312) similar to phloem-specific lectin [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



303050 

gct701177555.hl 

BLASTX 

g2589164 

396 

6.0e-39 



42808 




Match length 88 

% identity 84 

NCBI Description (D88452) aldehyde oxidase-2 [Zea mays] 

Seq. No. 303051 

Seq. ID gct701177607.hl 

Method BLASTX 

NCBI GI g4506605 

BLAST score 283 

E value 1.0e-25 

Match length 80 

% identity 71 



NCBI Description ribosomal protein L23 >gi_266927_sp_P23131__RL23_HUMAN 60S 

RIBOSOMAL PROTEIN L23 (L17) >gi_71229_pir R5RT23 ribosomal 

protein L23 - rat >gi_34194_emb_CAA39417_ (X55954) HL23 
ribosomal protein [Homo sapiens] >gi_36126_emb_CAA37023_ 
(X52839) ribosomal protein L17 [Homo sapiens] 
>gi_57688_emb_CAA41177_ (X58200) ribosomal protein L23 
[Rattus rattus] 



Seq. No. 


303052 


Seq. ID 


gct701177610.hl 


Method 


BLASTX 


NCBI GI 


g3249567 


BLAST score 


217 


E value 


7.0e-18 


Match length 


77 


% identity 


52 


NCBI Description 


(AF047694) glutaredoxin [Vernicia fordii] 


Seq. No. 


303053 


Seq. ID 


gct701177804.hl 


Method 


BLASTX 


NCBI GI 


gl652387 


BLAST score 


196 


E value 


2.0e-15 


Match length 


91 


% identity 


41 


NCBI Description 


(D90905) hypothetical protein [Synechocystis 


Seq. No. 


303054 


Seq. ID 


gct701177830.hl 


Method 


BLASTX 


NCBI GI 


g3875294 


BLAST score 


250 


E value 


1.0e-21 


Match length 


88 


% identity 


55 


NCBI Description 


(Z66560) similar to glutathione S-transf erase 



[Caenorhabditis elegans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



303055 

gct701177882.hl 

BLASTX 

gl710760 

241 

1.0e-20 



42809 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



# • 

56 
88 

PROBABLE 40S RIBOSOMAL PROTEIN S28 (S33) 

>gi_1256529_emb_CAA94635_ (Z70691) ribosomal protein S28 
[ Schi zosacchar omyces pombe ] >gi_3 58191 5_emb_CAA2 0 8 5 4_ 
(AL031545) probable 40s ribosomal protein 28s 
[Schizosaccharomyces pombe] 

303056 

gct701177962.hl 

BLASTN 

g4755086 

80 

3.0e-37 

109 

96 

Zea mays a luminum- induced protein (Zmall) mRNA, complete 
cds 

303057 

gct701177965.hl 

BLASTN 

g4416300 

199 

1.0e-108 

250 

95 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 



303058 

gct701177966.hl 

BLASTX 

gl707981 

184 

5.0e-14 

62 
55 

GLUTAREDOXIN >gi_1076561__pir 
bean 



S54825 glutaredoxin - castor 



303059 

gct701178035.hl 

BLASTX 

g3063471 

154 

2.0e-10 

82 

39 

(AC003981) F22013.33 [Arabidopsis thaliana] 
303060 

gct701178074.hl 

BLASTX 

g4581108 

244 

2.0e-23 



42810 



Match length 

% identity 

NCBI Description 



83 
66 

(AC005825) putative chloroplast outer membrane protein 
8 6, also very similar to GTP-inding protein from pea 
(GB:L36857) [Arabidopsis thaliana] 





beq. no. 






Seq. ID 


gcc /uii/ou/o.ni 




Metnoa 


nLt£\o l A 




NCBI GI 


g4Z OJU 4 O 




BLAST score 






E value 


i . ue i ? 




Match length 






% identity 


/ y 




NCBI Description 






Seq. No. 


303062 




Seq. ID 


gcr /uii /oioi .ni 




Metnoa 


DT TVaTY 
OliiiO 1 A 




NCBI GI 


g2132183 


ni 


BLAST score 


O O Q 

zzy 




E value 


J . ue-iy 


m 
I— 


Match length 


by 




% identity 


4 / 


O 


NCBI Description 


hypothetical protein irLUoow - 






cerevisiae) >gi iioi^oo {uqozo, 


y = 




cerevisiae] 




Seq. No. 


303063 




Seq. ID 


get /Oll/oiyi. ni 


-J 


Method 


BLASTN 




NCBI GI 


g411ool4 




BLAST score 


38 




E value 


4 . Oe-12 




Match length 


IjD 




% identity 


82 




NCBI Description 


Zea mays mRNA for root cap-spe 






complete cds 




Seq. No. 


303064 




Seq. ID 


gct701178225.hl 




Method 


BLASTX 




NCBI GI 


g3914915 




BLAST score 


206 




E value 


3.0e-18 




Match length 


87 



yeast (Saccharomyces 
L) Lpg20p [Saccharomyces 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



52 

40S RIBOSOMAL PROTEIN S3A (V-FOS TRANSFORMATION EFFECTOR 
PROTEIN) >gi_3037139 (AF056328) V-Fos transformation 
effector [Oryzias latipes] 

303065 

gct701178227.hl 

BLASTN 

g3702724 

35 

2.0e-10 



42811 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K17N15, complete sequence [Arabidopsis thaliana] 

303066 

gct701178232.hl 

BLASTX 

g4263790 

177 

2.0e-13 

62 
56 

(AC006068) putative ch-TOG protein [Arabidopsis thaliana] 
303067 

gct701178236.hl 

BLASTX 

g4006855 

260 

6.0e-23 

84 

64 

(Z99707) Cu2+-transporting ATPase-like protein [Arabidopsis 
thaliana] 

303068 

gct701178237.hl 

BLASTX 

g4115379 

154 

2.0e-10 

60 

55 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 

303069 

gct701178286.hl 

BLASTX 

g4455294 

278 

4.0e-25 

88 

21 

(AL035528) putative protein [Arabidopsis thaliana] 
303070 

gct701178370.hl 

BLASTX 

g4262225 

179 

1.0e-13 

42 
76 

(AC006200) putative phosphatidic acid phosphatase 
[Arabidopsis thaliana] 



42812 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303071 

gct701178420.hl 

BLASTX 

g3152591 

258 

9.0e-23 

77 

58 

(AC00298 6) Similar to hypothetical protein gb_Z97336 from 
A. thaliana. This gene is probably cut off. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303072 

gct701178424.hl 

BLASTX 

g2130080 

173 

6.0e-13 

46 
63 

Nrampl protein - rice >gi_1470320_bbs_177441 (S81897) 
OsNrampl=Nrampl homolog/Bcg product homolog [Oryza sativa, 
indica, cv. IR 36, etiolated shoots, Peptide, 517 aa] 
[Oryza sativa] >gi_2231132 (L41217) integral membrane 
protein [Oryza sativa] 

303073 

gct701178449.hl 

BLASTX 

g4539660 

264 

2.0e-23 

82 

57 

(AF061282) polyprotein [Sorghum bicolor] 
303074 

gct701178504.hl 

BLASTX 

g464255 

158 

7.0e-ll 

94 

34 

NADH- UBIQUINONE OXIDOREDUCTASE 39 KD SUBUNIT PRECURSOR 

(COMPLEX I-39KD) (CI-39KD) >gi_89674_pir S17676 NADH 

dehydrogenase (ubiquinone) (EC 1.6.5.3) 39K chain precursor 
- bovine >gi_228_emb_CAA42053_ (X59418) NADH dehydrogenase 
(ubiquinone) 42 kDa subunit [Bos taurus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



303075 

gct701178554.hl 

BLASTN 

g22378 

60 

3.0e-25 



42813 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



128 
88 

Z.mays gene for nucleic acid binding protein 
303076 

gct701178675.hl 

BLASTX 

g4512105 

220 

3.0e-18 

64 

64 

(AF121962) alliinase [Allium cepa] 



303077 

gct701178730.h2 

BLASTX 

gl709515 

197 

1.0e-32 

86 

74 

SERINE /THREONINE 
>gi 2117987_pir_ 



PROTEIN PHOSPHATASE PP2A CATALYTIC SUBUNIT 
S60471 phosphoprotein phosphatase (EC 
3.1.3.16) type 2A catalytic chain - Neurospora crassa 
>gi_1360076_emb_CAA58573_ (X83593) phosphoprotein 
phosphatase [Neurospora crassa] 

303078 

gct701178735.h2 

BLASTX 

g4539423 

139 

7.0e-ll 

43 

91 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 

303079 

gct701178812.hl 

BLASTN 

g499013 

123 

8.0e-63 

268 

93 

T.aestivum (Capitole) mitochondrial orf240 gene 
303080 

gct701178844.hL 

BLASTX 

gl077211 

162 

2.0e-ll 

90 

40 



42814 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



hypothetical protein YDR175c - yeast (Saccharomyces 
cerevisiae) >gi_1289290_emb_CAA86680_ (Z46727) unknown 
[Saccharomyces cerevisiae] 

303081 

gct701178847.hl 

BLASTX 

g4510348 

229 

3.0e-19 

92 
50 

(AC006921) unknown protein [Arabidopsis thaliana] 
303082 

gct701178927.hl 

BLASTX 

gl350954 

275 

1.0e-24 

81 
68 

40S RIBOSOMAL PROTEIN S15A >gi_4224 93_pir S334 98 ribosomal 

protein DS15a - fruit fly (Drosophila melanogaster) 
>gi_311606_emb_CAA79771_ (221673) ribosomal protein 15a 
(4 OS subunit) [Drosophila melanogaster] 

303083 

gct701178948.hl 

BLASTX 

g4038055 

173 

6.0e-13 

62 
53 

(AC005897) putative cytochrome P450 [Arabidopsis thaliana] 
>gi_4557077_gb_AAD22516.1_AC007045_16 (AC007045) putative 
cytochrome p450 [Arabidopsis thaliana] 

303084 

gct701178949.hl 

BLASTX 

g3080398 

177 

2.0e-13 

57 

51 

(AL022603) putative protein [Arabidopsis thaliana] 
303085 

gct701178972.hl 

BLASTX 

gl076755 

270 

3.0e-24 

81 

59 



42815 



NCBI Description protein kinase - rice >gi_450300 (L27821) protein kinase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303086 

gct701178978.hl 

BLASTX 

g4506633 

250 

8.0e-22 

83 

57 

ribosomal protein L31 >gi_132881_sp_P12947_RL31_HUMAN 60S 

RIBOSOMAL PROTEIN L31 >gi_71328_pir R5HU31 ribosomal 

protein L31 - human >gi_71329_pir R5RT31 ribosomal protein 

L31 - rat >gi_36130_emb_CAA34066_ (X15940) ribosomal 
protein L31 (AA 1-125) [Homo sapiens] 

>gi_57115_emb_CAA28500_ (X04809) ribosomal protein L31 {AA 
1-125) [Rattus norvegicus] 



Seq. No. 


303087 


Seq. ID 


gct701179114.hl 


Method 


BLASTN 


NCBI GI 


gl777706 


Diinoi o j_ w 


122 


E value 


2.0e-62 


Match length 


146 


% identity 


96 


NCBI Description 


Zea mays 18S ribosomal RNA gene, partial sequence 


Seq. No. 


303088 


Seq. ID 


gct701179120.hl 


Method 


BLASTX 


NCBI GI 


g445612 


BLAST score 


158 


E value 


3.0e-ll 


Match length 


50 


% identity 


64 


NCBI Description 


ribosomal protein S19 [Solanum tuberosum] 


Seq. No. 


303089 


Seq. ID 


gct701179138.hl 


Method 


BLASTX 


NCBI GI 


g3413706 


BLAST score 


190 


E value 


6.0e-15 


Match length 


49 


% identity 


65 


NCBI Description 


(AC004747) hypothetical protein [Arabidopsis thai 


Seq. No. 


303090 


Seq. ID 


gct701179163.hl 


Method 


BLASTX 


NCBI GI 


g!711534 


BLAST score 


152 


E value 


2.0e-10 


Match length 


47 


% identity 


62 
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NCBI Description 



SUCCINATE SEMI ALDEHYDE DEHYDROGENASE (NAD ( + ) -DEPENDENT 
SUCCINIC SEMIALDEHYDE DEHYDROGENASE)- 

>g i_2 1 3 6 2 0 7__p i r A5 5773 succinate-s emi a Idehy de 

dehydrogenase (EC 1.2.1.24) - human (fragment) >gi_556221 
(L34820) succinate semi aldehyde dehydrogenase [Homo 
sapiens] 





Seq. No. 






Seq. ID 


gct701179230 . hi 




Method 


TIT 7\ C* 1"PV 

BLAST A 




NCBI GI 


g4406764 




BLAST score 


159 




E value 


3 . Oe-11 




Match length 


51 




% identity 


61 




NCBI Description 


(AC006836) putative uridylyl transferase [Arabidopsis 






thaliana] 


o 


Seq. No. 


303092 




Seq. ID 


gct701179256 .hi 


™ 


Method 


BLASTX 




NCBI GI 


g3063465 




BLAST score 


191 




E value 


5.0e-15 




Match length 


46 




% identity 


78 


01 


NCBI Description 


(AC003981) F22013.27 [Arabidopsis thaliana] 


s 


Seq. No. 


303093 




Seq. ID 


gct7 0117 9274 . hi 


IT™" 


Method 


BLASTX 




NCBI GI 


g3738302 




BLAST score 


163 




E value 


9. 0e-12 




Match length 


A 1 

41 




% identity 


73 




NCBI Description 


(AC005309) tubby-like protein [Arabidopsis thaliana] 




>gi_4249398 (AC006072) putative tubby protein [Arabidops 






thaliana] 




Seq. No. 


303094 




Seq. ID 


gct701179328.hl 




Method 


BLASTX 




NCBI GI 


g2494246 




BLAST score 


424 




E value 


4.0e-42 




Match length 


89 



% identity 

NCBI Description 



84 

ELONGATION FACTOR 2 (EF-2) >gi_1184958 (U46663) elongation 
factor 2 [Gallus gallus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



303095 

gct701179363.hl 

BLASTX 

g4506661 

291 

1.0e-26 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



71 
75 

ribosomal protein L7a >gi_133014_sp_P11518_RL7A_HUMAN 60S 
RIBOSOMAL PROTEIN L7A (PLA-X POLYPEPTIDE) (SURF-3) 

>gi_71116_pir R5HU7A ribosomal protein L7a - human 

>gi_71117__pir R5RT7A ribosomal protein L7a - rat 

>gi_34203_emb_CAA36383_ (X52138) L7a protein [Homo sapiens] 
>gi_35512_emb_CAA29889_ (X06705) PLA-X polypeptide [Homo 
sapiens] >gi_36647_emb_CAA43925_ (X61923) ribosomal protein 
L7a [Homo sapiens] >gi_56956_emb_CAA33117_ (X15013) 
ribosomal protein L7a (AA 1-266) [Rattus rattus] >gi_337495 
(M36072) ribosomal protein L7a large subunit [Homo sapiens] 

>gi_1584354_prf 2122395A nuclear hormone 

receptor-associated protein [Homo sapiens] 

303096 

gct701179408.hl 

BLASTX 

g3929337 

224 

1.0e-18 

67 

58 

AMINO ACID PERMEASE 2 >gi_2995851 
permease [Neurospora crassa] 



(AF053231) amino acid 



303097 

gct701179414.hl 

BLASTX 

g4138265 

153 

1.0e-10 

32 

91 

(AJ006228) Avr9 elicitor response protein [Nicotiana 
t aba cum] 

303098 

gct701179431.hl 

BLASTX 

g4587556 

166 

4.0e-12 

36 

81 

(AC006577) Similar to gi_1653162 (p)ppGpp 
3-pyrophosphohydrolase from Synechocystis sp genome 
gb_D90911. EST gb_W43807 comes from this gene. 
[Arabidopsis thaliana] 

303099 

gct701179511.hl 

BLASTX 

g4455250 

197 

1.0e-15 
83 
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HI 


% identity 


49 


NCBI Description 


(AL035523) putative protein 


beq. JNO . 




Seq. ID 


get / uil / yozz . ni 


Method. 


Oj_iH.O 1 A 


NCBI GI 


goz4z / o y 


dIjAoI score 


loo 


tt ^ 1 n /™v 

Hj vaiue 




7V/T -3 4- Vi 1 an /'i 1 V> 
rJauCn ienqL.Il 


f o 


Q~ n /"~\ 7"\ 4- i ^ r r 

laentiLy 


O 4 


NCBI Description 


(AF055357) respiratory bursl 




thaliana] 


beq. pjo. 




beq. lu 


get: /uii/yo//. ni 


fu/T/^v ^ V\ /"N /"N 

jyje tnoa 


RT ZiQTV 


NCBI GI 


go I /zo4 z 


BLAbi score 


Zio 


Hj value 




i^l V% 1 A»S /t4- Vl 

L v JdLCU lcuy T-Il 


77 


% identity 


56 


NCBI Description 


(AF067648) isoprenylated v-: 


beq. no. 


•3fl^1 0.9 
JUJlUZ 


Seq. ID 


get: /uil /yoy4 .ni 




DLHolA 


NCBI Gl 


g4ooyoo4 


BLAbx score 


1 A A 

144 


E value 


z . ue u y 


riducn. lengtu 


^7 


% identity 


59 


NCBI Description 


(AC007087) unknown protein 


beq. wo • 




beq. ID 


get: / uii / yoz / . ni 




DT AOTY 
Dll/lb 1 A 


NCBI GI 


giioyzii 


BLAST score 


ZlZ 


Ha Value 


-3 Ho— 1 7 




7^ 






NCBI Description 


DEFENDER AGAINST CELL DEATH 



SNARE protein [Xenopus laevis] 



(DAD-1) 

>gi_627261_pir B54437 apoptotic cell death regulator DAD1 

- African clawed frog >gi_914964_dbj__BAA03652_ (D15059) 
DAD-1 [Xenopus laevis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303104 

gct701179711.hl 

BLASTX 

g4127346 

150 

5.0e-10 

61 

46 

(AJ010448) glutathione transferase [Alopecurus myosuroides] 



42819 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303105 

gct701179745.hl 

BLASTX 

g4325354 

180 

2.0e-13 

89 

42 

(AF128395) contains similarity to retrovirus-related 
polyproteins and to CCHC zinc finger protein (Pfam: 
PF00098, Score-16.3, E=0.051, E= 1) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303106 

gct701179752.hl 

BLASTX 

g3947880 

266 

1.0e-23 

94 

59 

(AL034382) putative ras-related GTP-binding protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303107 

gct701179783.hl 

BLASTX 

g4454484 

341 

2.0e-32 

89 

73 

(AC006234) putative diacylglycerol kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 



303108 

gct701179806.hl 

BLASTX 

gll74783 

207 

1.0e-16 

95 

52 

TRYPTOPHAN SYNTHASE ALPHA CHAIN PRECURSOR 

>gi_1362207_pir S56665 tryptophan synthase 

alpha chain - maize >gi_440171_emb_CAA54131_ 



(EC 4.2.1.20) 
(X76713) 



tryptophan synthase, alpha subunit [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303109 

gct701179846.hl 

BLASTX 

g2252824 

290 

2.0e-26 

93 

62 

(AF013293) No definition line found [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303110 

gct701179930.hl 

BLASTX 

g3142303 

366 

2.0e-35 

88 

78 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L49379 from Rattus norvegicus. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303111 

gct701179944.hl 

BLASTX 

g3135543 

193 

4.0e-15 

38 

92 

(AF062393) aquaporin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303112 

gct701179956.hl 

BLASTX 

gl22094 

173 

1.0e-12 

36 

97 

HISTONE H4.2 >gi_101786_pir S11940 histone H4.2 - 

Emericella nidulans >gi_296339_emb_CAA39156_ (X55550) 
histone H4.2 [Emericella nidulans] >gi_529957 (U12631) 

histone H4.2 [Emericella nidulans] >gi_227598_prf 1707275D 

histone H4.2 [Emericella nidulans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303113 

gct701179995.hl 

BLASTX 

gl707645 

215 

1.0e-17 

83 

46 

(X99514) mexF [Pseudomonas aeruginosa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303114 

gct701180001.hl 
BLASTX 
gl!9164 
215 

1.0e-17 
67 
58 

ELONGATION FACTOR 



1 -GAMMA (EF-1 -GAMMA) 



>gi_84607_pir S00162 translation elongation factor eEF-1 



42821 



gamma chain - brine shrimp >gi_161172 (M28020) elongation 
factor 1-gamma [Artemia sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303115 

gct701180012.hl 

BLASTX 

g2119042 

210 

5.0e-17 

75 
55 

glycine-rich RNA-binding protein RGP-la - wood tobacco 
>gi_4 69070_dbj_BAA03741_ (D16204) RNA-binding glycine-rich 
protein-1 (RGP-la) [Nicotiana sylvestris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303116 

gct701180076.hl 

BLASTX 

g4049534 

305 

3.0e-28 

78 
68 

(AL034564 
pombe] >gi 



40s ribosomal protein [Schizosaccharomyces 
4481957 emb CAB38515.1 (AL035637) ribosomal 



protein subunit sl8. [Schizosaccharomyces pombe] 



Seq. No. 


303117 


Seq. ID 


gct701180082.hl 


Method 


BLASTX 


NCBI GI 


g4585925 


BLAST score 


163 


E value 


1.0e-ll 


Match length 


82 


% identity 


48 


NCBI Description 


(AC007211) unknown protein [Arabidopsis thaliana] 


Seq. No. 


303118 


Seq. ID 


gct701180106.hl 


Method 


BLASTX 


NCBI GI 


g584806 


BLAST score 


211 


E value 


3.0e-17 


Match length 


54 


% identity 


83 


NCBI Description 


ATP SYNTHASE ALPHA CHAIN, MITOCHONDRIAL PRECURSOR 


>gi_83764_j>ir JC1111 H+-transporting ATP synthase (: 




3.6.1.34) alpha chain - Neurospora crassa >gi_168759 




(M84191) mitochondrial ATPase alpha-subunit [Neurosp- 




crassa] 


Seq. No. 


303119 


Seq. ID 


gct701180169.hl 


Method 


BLASTX 


NCBI GI 


g2494112 


BLAST score 


239 


E value 


2.0e-20 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



46 
87 

(AC002376) Match to Arabidopsis ATHKCP (gb_L40948) . ESTs 
gb_ATTS0764, gb_R90646, gb_AA389809, gb_ATTS2615_ come from 
this gene. [Arabidopsis thaliana] >gi_3126868 (AF061570) 
potassium channel beta subunit homolog [Arabidopsis 
thaliana] 

303120 

gct701180196.hl 

BLASTX 

g3702331 

189 

1.0e-14 

80 
54 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
303121 

gct701180205.hl 

BLASTX 

g4580462 

282 

2.0e-25 



57 

(AC006081) 



hypothetical protein [Arabidopsis thaliana] 



303122 

gct701180234.hl 

BLASTX 

g3261633 

201 

5.0e-16 

83 
46 

(Z79700) fadE13 



[Mycobacterium tuberculosis] 



303123 

gct701180246.hl 

BLASTN 

g2245648 

172 

4.0e-92 

196 

97 

Zea mays discolored-1 
partial sequence 

303124 

gct701180267.hl 

BLASTX 

g2194139 

170 

2.0e-12 

73 

56 



{mutant allele dscl-Ref : :Mul ) gene, 



42823 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(AC002062) EST gfo_ATTS0887 comes from this gene. 
[Arabidopsis thaliana] 

303125 

gct701180282.hl 

BLASTX 

g2462749 

265 

2.0e-23 

87 

61 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 



303126 

gct701180336.hl 

BLASTX 

g3461822 

223 

1.0e-18 

81 
51 

(AC004138) hypothetical protein 



[Arabidopsis thaliana] 



303127 

gct701180341.hl 

BLASTX 

g4416301 

279 

3.0e-25 

84 

74 

(AF105716) gag protein [Zea mays] 
303128 

gct701180359.hl 

BLASTX 

g!730777 

155 

1.0e-10 

82 

38 

HYPOTHETICAL 119.3 KD PROTEIN IN FPR1-TOM22 INTERGENIC 

REGION >gi_1078050_pir S55151 probable membrane protein 

YNL132w - yeast {Saccharomyces cerevisiae) 
>gi_854505_emb_CAA86893_ (Z46843) orfl6 [Saccharomyces 
cerevisiae] >gi_1302072_emb_CAA96014_ (Z71408) ORF YNL132w 
[Saccharomyces cerevisiae] 

303129 

gct701180367.hl 

BLASTX 

gl351129 

370 

7.0e-36 

84 

85 



42824 



NCBI Description MITOGEN-ACTIVATED PROTEIN KINASE STY1 (MAP KINASE STY1) 

>gi_21304 60_pir S57930 MAP kinase - fission yeast 

(Schizosaccharomyces pomhe) >gi__2130485_pir S62551 STY1 

protein - fission yeast (Schizosaccharomyces pombe) 
>gi_1488373_bbs_175803 Phhlp=Hogl-like MAP kinase 
[Schizosaccharomyces pombe=f ission yeast, L972, Peptide, 
349 aa] >gi_897810_emb_CAA61537_ (X892 62) MAP kinase 
[Schizosaccharomyces pombe] >gi_1022685 (U26739) Spclp 
[Schizosaccharomyces pombe] >gi_1061294_emb_CAA91771_ 
(Z67757) Stylp [Schizosaccharomyces pombe] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303130 

gct701180481.hl 

BLASTX 

g532813 

269 

5.0e-24 

82 

61 

(U13875) C26E6.9 



gene product [Caenorhabditis elegans] 



303131 

gct701180482.hl 

BLASTX 

g2585775 

238 

2.0e-20 

81 

56 

(AF022853) multidrug resistance protein [Homo sapiens] 
303132 

gct701180576.hl 

BLASTX 

g4558558 

255 

3.0e-22 

86 

58 

(AC007138) putative polygalacturonidase [Arabidopsis 
thaliana] 

303133 

gct701180618.hl 

BLASTX 

g960280 

239 

2.0e-20 

84 

54 

(L46867) TPBF gene product [Acanthamoeba castellanii] 



Seq. No. 303134 

Seq. ID gct701180621.hl 

Method BLASTX 

NCBI GI g4586107 

BLAST score 317 



42825 



E value 
Match length 
% identity 
NCBI Description 



1.0e-29 

86 

11 

(AL049638) putative disease resistance protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303135 

gct701180624.hl 

BLASTX 

g3219966 

170 

2.0e-12 

86 
37 

PROBABLE 60S RIBOSOMAL PROTEIN C2E11.04 

>gi_3395568_emb_CAA20151_ (AL031181) 60s ribosomal protein 
L28 [Schizosaccharomyces pombe] >gi_4106660_emb_CAA22600_ 
(AL035064) 60s ribosomal protein 128 [Schizosaccharomyces 
pombe] 

303136 

gct701180648.hl 

BLASTX 

gl723715 

158 

6.0e-ll 

88 
39 

HYPOTHETICAL 67.6 KD PROTEIN IN PAS5-CBF2 INTERGENIC REGION 

>gi_2132616_pir S64447 probable membrane protein YGR138c - 

yeast (Saccharomyces cerevisiae) >gi_1323230_emb_CAA97151_ 
(Z72923) ORF YGR138c [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303137 

gct701180653.hl 

BLASTX 

g4406768 

216 

8.0e-18 

84 

46 

(AC006836) putative flavonol sulfotransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303138 

gct701180657.hl 

BLASTX 

g4646206 

182 

9.0e-14 

40 

78 

(AC007230) Contains similarity to gb_D13630 KIAA0005 gene 
from Homo sapiens. ESTs gb_T45345 / gb_T21086, gb_R90360, 
gb_T20468, gb_T45191 and gb_AI100459 come from this gene. 
[Arabidopsis thaliana] 



42826 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303139 

gct701180692.hl 

BLASTX 

gll5699 

333 

2.0e-31 

86 
70 

CATALASE (PXP-9) >gi_83928_pir S00231 catalase (EC 

1.11.1.6), peroxisomal - yeast (Candida tropicalis) 
>gi_2656_emb_CAA32159_ (X13978) catalase (AA 1 - 485) 
[Candida tropicalis] >gi_2677_emb_CAA29859_ (X06660) 
catalase (AA 1 - 4 85) [Candida tropicalis] 

>gi_225914_prf 1403293A peroxisomal catalase [Candida 

tropicalis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303140 

gwl700612303.hl 

BLASTN 

g3242306 

131 

6.0e-68 

139 

99 

Rattus norvegicus 



mRNA for protein tyrosine phosphatase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303141 

gwl700612313.hl 

BLASTN 

gl68650 

181 

1.0e-97 

197 

98 

Zea mays ubiquitin fusion protein 



(UBF9) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303142 

gw!700612325.hl 

BLASTN 

g206203 

105 

2.Qe-52 

113 

98 

Rat pyruvate kinase 



Ml and M2 subunit genes, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303143 

gwl700612351.hl 

BLASTN 

g!209700 

139 

1.0e-72 

147 
99 

Zea mays ribosomal protein L12 mRNA, complete cds 



Seq. No. 



303144 



42827 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gwl700612356.hl 

BLASTX 

g3184283 

213 

1.0e-17 

61 
74 

(AC004136) putative TBP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303145 

gwl700612392.hl 

BLASTX 

g417154 

174 

4.0e-13 

36 
100 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

303146 

gw!700612464.hl 

BLASTX 

g2914700 

188 

1.0e-14 

48 
71 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303147 

gwl700612661.hl 

BLASTN 

g3980350 

56 

3.0e-23 

96 

90 

Human DNA sequence from clone 227L5 on chromosome 
Xpll.22-11.3. Contains a Keratin, Type 1 Cytoskeletal 18 
(KRT18, CYK18 f K18, CK18) pseudogene and an STS, complete 
sequence [Homo sapiens] 



303148 

gwl700612679.hl 

BLASTN 

g507844 

68 

4.0e-30 

168 

85 

Zea mays A188 retrotransposon gag gene, 



complete cds 



42828 



Seq. No. 


303149 




Seq. ID 


gwl700612741. 


.hi 


Method 


BLASTX 






gl806283 




BLAST score 


369 




E value 


1.0e-35 




Match length 


82 




% identity 


90 




NCBI Description 


(Z79637) Histone 


Seq. No. 


303150 




Seq. ID 


gwl700612749, 


.hi 


Method 


BLASTX 




NCBI GI 


gl730674 




BLAST score 


151 




E value 


6.0e-10 




Match length 


66 




% identity 


52 




NCBI Description 


HYPOTHETICAL 


62. 



[Sesbania rostrata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



7 KD PROTEIN IN SEC12-SSK2 INTERGENIC 

REGION >gi_2132801_pir S63361 probable membrane protein 

YNR030w - yeast (Saccharomyces cerevisiae) 
>gi_1302525__emb_CAA96310_ (Z7164 5) ORF YNR030w 
[Saccharomyces cerevisiae] 

303151 

gwl700612763.hl 

BLASTX 

gl82424 

270 

4.0e-24 

83 

66 

(J00127) alpha-f ibrinogen precursor [Homo sapiens] 
303152 

gwl700612807.hl 

BLASTX 

g3128225 

177 

2.0e-13 

41 

85 

(AC004077) unknown protein [Arabidopsis thaliana] 
303153 

gwl700612864.hl 

BLASTN 

g300082 

36 

3.0e-ll 

52 

92 

hsp82=82 kda heat shock protein [Zea mays, seedling, 
leaves, Genomic, 3468 nt] 

303154 

gwl700612908.hl 



42829 



HI 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4262222 

317 

1.0e-29 

85 
71 

(AC006200) 
thaliana] 



putative RNA helicase A, 3 1 partial [Arabidopsis 



Sea. No 


30315S 


Seq. ID 


owl700612910.hl 


Met horJ 


Diino JL z\ 


NCBI GI 


al41 60S 


BLAST score 


189 


E value 


9.0e-24 


Match length 


67 


% identity 


94 


NCBI Descrint ion 










maize >gi_ioooou tMizi4o) iy KDa zein protein [Zea mays] 


Cart \T/-\ 

oecj • LNO • 




oeq. J.U 


gwi /UUbioUlU.nl 


Mot - H^*^ 






y z. *j of± 


BLAST score 


201 


E value 


9.0e-16 


1 id L_ Oil -LCLiy LH 


ft 9 
0 Z. 


& -5 riont" i i - v 

O -L <widl L J. 




iN^nx uescripuion 


(AFU^ooUb) prenylated rab acceptor 1 [Rattus norvegicus] 


oeq. wo. 


JUoio / 


oecj» x u 


gwi /uuoioUoy. ni 




RT ZICITM 
i IN 


NCBI GI 


y \J O 1 / 


BLAST score 


74 


E value 


2.0e-33 




1 91 


% "1 fiPTlt 1 t" V 


Q9 


INV^JDJ. UtJijCliptlOII 


Zea mays SU1 isoamylase (sugaryl) gene, complete cds 


oeg. jno . 




QorT T n 

oeq. lu 


gwi /UUoljU/z. nl 


Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 


89 


E value 


1.0e-42 


Match length 


165 


% identity 


10 


NCBI Description 


Zea mays 22-kDa alpha zein' gene cluster, complete sequence 


Seq. No. 


303159 


Seq. ID 


gwl700613086.hl 


Method 


BLASTX 


NCBI GI 


gl350736 


BLAST score 


147 


E value 


1.0e-09 



42830 



Match length 

% identity 

NCBI Description 



34 
79 

60S RIBOSOMAL PROTEIN L37 >gi_629673_pir S4 4313 ribosomal 

protein L37 - tomato >gi_48358 6_emb_CAA55674_ (X79074) 
ribosomal protein L37 [Lycopersicon esculentum] 



Seq. No. 


303160 


Seq. ID 


gwl700613114.hl 


Method 


BLASTX 


NCBI GI 


g2832247 


BLAST score 


331 


E value 


5.0e-31 


Match length 


103 


% identity 


37 


NCBI Description 


(AF031569) 22-kDa a! 


Seq. No. 


303161 


Seq. ID 


gwl700613162.hl 


Method 


BLASTN 


NCBI GI 


g4007864 


BLAST score 


90 


E value 


1. Oe-43 


Match length 


98 


% identity 


19 


NCBI Description 


Zea mays HRGP gene, 


Seq. No. 


303162 


Spa ID 


awl700613192 hi 


Method 


BLASTX 


NCBI GI 


g3395431 


BLAST score 


199 


E value 


1. 0e-15 


Match length 


53 


% identity 


62 


NCBI Description 


(AC004683) unknown ] 


Seq. No. 


303163 


Seq. ID 


gwl700613220.hl 


Method 


BLASTX 


NCBI GI 


g2911073 


BLAST score 


150 


E value 


2. Oe-17 


Match length 


79 


% identity 


62 


NCBI Description 


(AL021960) putative 


Seq. No. 


303164 


Seq. ID 


gwl700613222.hl 


Method 


BLASTX 


NCBI GI 


g4567283 


BLAST score 


180 


E value 


2.0e-13 


Match length 


64 


% identity 


66 


NCBI Description 


(AC006841) unknown j 


Seq. No. 


303165 



10 [Zea mays] 



42831 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gwl700613231.hl 

BLASTX 

g548774 

172 

5.0e-23 

57 
81 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir S38360 ribosomal 

protein L7a - rice >gi_303855_dbj_BAA0215 6_ (D12631) 
ribosomal protein L7A [Oryza sativa] 



oeq. LNO. 


jUjlOO 




rrwl 70061 ft hi 


Mot hrtH 

1 it: Lit 


x_>xi.n.o J. /\ 


NCBI GI 


g3549667 


BLAST score 


253 


Hi VdlUc 




L w lctL.t-.Il Icily L 11 


1 OR 


^ laeuLiuy 


R7 


viK^oj- uescripLiun 






L-rt.raDiu.ops is tnaiiaiiaj 


oeq. no. 


-5n^1 £7 


oeq. iu 


rrwl 70061 ^9fi 4 hi 


Method 


BLASTX 


NCBI GI 


g3355486 


oiiAoi score 




iLt value 


1 • Uc 1 .? 


Match length 


i n£ 


% 1Q.CI1L.-H_y 


.J £l 


NCBI Description 


^iiouu^zio ) unjcnown protein Ljrt.raxjia.ops is tiidiicLiia. j 


oeq. 1NO. 


jUjIDO 


oeq. in 


rrwl 7 0 061 ^9R R hi 


Method 


T5T Ti CITY 


IN J. OX 


rr99fl9Sft4 


BLAST score 


239 


E value 


4.0e-40 


iyiai-cn ieng un 


ft Q 
o z? 




ft Q 


NCBI Description 


tu/D^oyj elongation ractor i-aipna i^bq. maysj 


Seq. No. 


303169 


Seq. ID 


gwl700613360.hl 


Method 


BLASTX 


NCBI GI 


g3914212 


BLAST score 


161 


E value 


2.0e-ll 


Match length 


45 


% identity 


73 


NCBI Description 


5-0X0PR0LINASE (5-0X0-L-PR0LINASE) ( PYROGLUTAMASE \ 




(5-OPASE) >gi_1732065 (U70825) 5-oxo-L-prolinase 




norvegicus] 


Seq. No. 


303170 


Seq. ID 


gwl700613408.hl 


Method 


BLASTX 



[Rattus 



42832 



NCBI GI 


g22216 


BLAST score 


142 


E value 


6.0e-09 


Match length 


45 


% identity 


67 


NCBI Description 


(X55722) 22kD zein [Zea mays] 


Seq. No* 


303171 


Seq. ID 


gwl700613433.hl 


Method 


BLASTX 


NCBI GI 


g2245378 


BLAST score 


174 


E value 


5.0e-13 


Match length 


45 


% identity 


78 


NCBI Description 


(U83245) auxin response factor 


Seq. No. 


303172 


Seq. ID 


gwl700613478.hl 


Method 


BLASTX 


NCBI GI 


gl23593 


BLAST score 


293 


E value 


7.0e-27 


Match length 


59 


% identity 


97 


NCBI Description 


HEAT SHOCK 70 KD PROTEIN >gi 8: 




protein 70 - maize 


Seq. No. 


303173 


Seq. ID 


gwl700613614.hl 


Method 


BLASTX 


NCBI GI 


g3451068 


BLAST score 


181 


E value 


2.0e-13 


Match length 


53 


% identity 


68 


NCBI Description 


(AL031326) putative protein [A; 


Seq. No. 


303174 


Seq. ID 


gwl700613656.hl 


Method 


BLASTX 


NCBI GI 


g2190419 


BLAST score 


162 


E value 


2.0e-15 


Match length 


94 


% identity 


49 



1 [Arabidopsis thaliana] 



NCBI Description (Y13632) dem [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303175 

gwl700613664.hl 

BLASTX 

gl708107 

211 

2.0e-17 

61 

75 

HISTONE H2B >gi_473605 



(U08226) histone H2B [Zea mays] 



42833 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303176 

gwl700613749.hl 

BLASTX 

gl705678 

354 

7.0e-34 

91 

80 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_8 62480 (U20213) 
valosin-containing protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303177 

gwl700613791.hl 

BLASTN 

g37570 

72 

1.0e-32 

155 

87 

H. sapiens Uba80 raRNA for ubiquitin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303178 

gwl700613833.hl 

BLASTN 

g762884 

67 

8.0e-30 

122 

89 

Human plakoglobin 



(PLAK) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303179 

gwl700613880.hl 

BLASTX 

g2137774 

161 

2.0e-ll 

32 
94 

siah-lA protein - mouse >gi__297035_emb_CAA79630_ 
siah-lA protein [Mus musculus] 



(Z19579) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303180 

gwl700613957.hl 

BLASTX 

gll74483 

177 

2.0e-13 

51 

69 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (SUIlISOl) 

>gi_543015_pir JC2042 translation initiation factor eIF-2A 

- human >gi_450281 (L26247) isolog of yeast suil and rice 
gos2; putative [Homo sapiens] 



42834 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303181 

gwl700613974.hl 

BLASTX 

g4056502 

236 

4.0e-20 

66 

70 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 
303182 

gwl700613996.hl 

BLASTX 

gl25554 

249 

7.0e-22 

47 

100 

PROTEIN KINASE C, DELTA TYPE (NPKC-DELTA) 

>gi_66730_pir KIRTCD protein kinase C (EC 2.7.1.-) delta ■ 

rat >gi_206181 (M18330) protein kinase C delta subspecies 
[Rattus sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303183 

gwl700614022.hl 

BLASTX 

g2062169 

302 

1.0e-27 

93 

59 

(AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



303184 

gwl700614055.hl 

BLASTX 

g4263787 

294 

1.0e-26 

86 

76 

(AC006068) unknown protein 



[Arabidopsis thaliana] 



303185 

gwl700614213.hl 

BLASTX 

g2245020 

178 

3.0e-13 

69 

48 

{Z 97 341) growth regulator homolog 
303186 

gwl700614245.hl 
BLASTX 



[Arabidopsis thaliana] 



42835 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2914706 
169 

2.0e-12 

59 

56 

(AC003974) 



putative homeobox protein [Arabidopsis thaliana] 



303187 

gwl700614263.hl 

BLASTX 

g3914557 

245 

2.0e-21 

51 

98 

RAS-RELATED PROTEIN RAB7 (POSSIBLE APOSPORY-ASSOCIATED 
PROTEIN) >gi_1155265 (U40219) possible apospory-associated 
protein [Pennisetum ciliare] 



beq. No. 


*5 mi QQ 
jUjioo 


beq. lu 


gwi /uuol4ozb. nl 


Fie LliOQ 


■Dii/iO 1 IN 




n^777fi1 


BLAST score 


162 


E value 


3.0e-86 


Match length 




T /*S TT\ "1— T "I - T T 

t> iQenT-iT,y 




NCBI Description 


Homo sapiens serine protease (PRSS1! 


Seq. No. 


303189 


Seq. ID 


gwl/00614327 .hi 


Method 


DJLxrt.0 1 A 


MPDT (IT 


rrl 771 1 Rft 


BLAST score 


201 


E value 


4.0e-16 


Match length 


83 


% identity 


48 


NCBI Description 


(Y07861) MFP1 protein [Lycopersicon 


Seq. No. 


303190 


Seq. ID 


gwl700614363.hl 


Method 


BLASTN 


NCBI GI 


gl92911 


BLAST score 


34 


E value 


4.0e-10 


Match length 


50 


% identity 


92 


NCBI Description 


Mouse cystatin C mRNA, complete cds 


Seq. No. 


303191 


Seq. ID 


gwl700614372.hl 


Method 


BLASTX 


NCBI GI 


gl351014 


BLAST score 


211 


E value 


2.0e-17 


Match length 


41 


% identity 


100 



mRNA, partial cds 



42836 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



40S RIBOSOMAL PROTEIN S8 >gi_968902__dbj_BAA07207_ (D38010) 
ribosomal protein S8 [Oryza sativa] 

303192 

gwl700614488.hl 

BLASTX 

gl363492 

325 

2.0e-30 

90 

64 

outer envelope membrane protein OEP75 precursor - garden 
pea >gi_576507 (L36858) outer membrane protein [Pisum 
sativum] >gi_633607_emb_CAA58720_ (X83767) chloroplastic 
outer envelope membrane protein (OEP75) [Pisum sativum] 

303193 

gwl700614529.hl 

BLASTX 

g4220514 

479 

2.0e-48 

113 

77 

(AL035356) putative protein [Arabidopsis thaliana] 
303194 

gwl700614739.hl 

BLASTN 

g397395 

168 

1.0e-89 

172 

99 

Z.mays MNBlb mRNA for DNA-binding protein 
303195 

gwl700614836.hl 

BLASTX 

g464863 

217 

4.0e-18 

50 
84 

26S PROTEASE REGULATORY SUBUNIT 8 (TAT-BINDING PROTEIN 

HOMOLOG 10) >gi_422297_pir JN0610 probable transcription 

factor DdTBPIO - slime mold (Dictyostelium discoideum) 

(fragment) >gi_290057 (L16579) HIV1 TAT-binding protein 

[Dictyostelium discoideum] 

303196 

gwl700614850.hl 

BLASTN 

g3646023 

210 

1.0e-114 
294 



42837 



% identity 

NCBI Description 



97 

Human DNA sequence from clone 1033B10 on chromosome 
6p21.2-21.31. Contains the BING5 gene, exons 11 to 15 of 
the BING4 gene, the gene for GalT3 

{beta3-Galactosyltrans f erase ) , the RPS18 (40S ribosomal 
protein S18) gene, 



Seq. No, 


303197 


Seq. ID 


gwl700614909 .hi 


Method 


BLASTX 


NCBI GI 


g2558654 


BLAST score 


184 


E value 


9 . Oe-14 


Match length 


62 


% identity 


47 


NCBI Description 


(AC002354) No definition line : 


Seq* No. 


303198 


Seq. ID 


gwl700614942 .hi 


Method 


BLASTN 


NCBI GI 


g22326 


BLAST score 


80 


E value 


3.0e-37 


Match length 


80 


% identity 


100 


NCBI Description 


Z.mays gene for Hageman factor 


Seq. No. 


303199 


Seq. ID 


gwl700614970.hl 


Method 


BLASTN 


NCBI GI 


g2267596 


BLAST score 


66 


E value 


6.0e-29 


Mat ch length 


114 


% identity 


89 


NCBI Description 


Oryza sativa 10 kDa chaperonin 


Seq. No. 


303200 


Seq. ID 


gwl700614995 .hi 


Method 


BLASTN 


NCBI GI 


gl503995 


BLAST score 


79 


E value 


2.0e-36 


Match length 


229 


% identity 


92 


NCBI Description 


Human mRNA for KIAA0206 gene, ] 


Seq. No. 


303201 


Seq. ID 


gwl700615049.hl 


Method 


BLASTX 


NCBI GI 


g3882231 


BLAST score 


169 


E value 


4.0e-12 


Match length 


73 


% identity 


44 


NCBI Description 


(AB018298) KIAA0755 protein [fr 



found [Arabidopsis thaliana] 



complete cds 



[Homo sapiens] 



42838 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303202 

gwl700615060.hl 

BLASTX 

gll84774 

366 

3.0e-35 

76 

92 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303203 

gwl700615084.hl 

BLASTX 

g4512704 

191 

1.0e-16 

71 
54 

(AC006569) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303204 

gwl700615120.hl 

BLASTX 

gl40400 

141 

3.0e-09 

40 

70 

HYPOTHETICAL 37.2 KD PROTEIN IN CHA1-PRD1 INTERGENIC REGION 

>gi_83176_pir S19389 hypothetical protein YCL059c - yeast 

(Saccharomyces cerevisiae) >gi_5300_emb_CAA42386_ (X59720) 
YCL059c, len:316 [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST 'score 

E value 

Match length 

% identity 

NCBI Description 



303205 

gwl700615187.hl 

BLASTX 

g3928084 

207 

1.0e-16 

50 
74 

(AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303206 

gwl700615191.hl 

BLASTX 

g730536 

203 

2.0e-16 

42 

95 

60S RIBOSOMAL PROTEIN L23 >gi_310933 (L18915) 
protein subunit L17 [Nicotiana tabacum] 



60S ribosomal 



Seq. No. 



303207 



42839 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gwl700615249.hl 

BLASTN 

g902526 

104 

7.0e-52 

132 

95 

Zea mays clone MubG7 ubiquitin fusion protein gene, 
complete cds 

303208 

gwl700615283.hl 

BLASTN 

g22657 

42 

9.0e-15 

102 

87 

A.thaliana mRNA for ubiquit in-conjugating enzyme 



303209 

gwl700615290.hl 

BLASTX 

g2231312 

146 

9.0e-10 

39 

74 

(U75603) AtRabl8 



[Arabidopsis thaliana] 



303210 

gwl700615315.hl 

BLASTX 

g3184283 

140 

4.0e-09 

40 

72 

(AC004136) putative TBP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



303211 

gwl700615322.hl 

BLASTX 

gl41605 

150 

6.0e-10 

30 
100 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19C2) 

>gi_72312_pir ZIZM92 19K zein precursor (clone CZ19C2) 

maize >gi_168680 (M12145) 19 kDa-zein protein [Zea mays] 

303212 

gwl700615442.hl 

BLASTN 

g2431766 



42840 



BLAST score 


105 


E value 


4.0e-52 


Match length 


137 


% identity 


96 


NCBI Description 


Zea mays 



mRNA, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303213 

gwl700615448.hl 

BLASTX 

gl29916 

148 

5.0e-10 

31 

94 

PHOS PHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303214 

gwl700615469.hl 

BLASTN 

g22163 

46 

4.0e-17 

62 

95 

Z.mays MANT2 mRNA for adenine nucleotide translocator 
(ADP/ATP translocase) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303215 

gwl700615472.hl 

BLASTN 

g22215 

43 

2.0e-15 

50 
98 

Z.mays ZSF4C1 gene for zein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303216 

gwl700615493.hl 

BLASTN 

g432367 

36 

6.0e-ll 

91 

86 

Rice mRNA for elongation factor 1 beta, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



303217 

gwl700615502.hl 

BLASTX 

g2347187 

147 

2.0e-09 



42841 



Match length 

% identity 

NCBI Description 



36 
81 

(AC002338) putative malonyl-CoA: Acyl carrier protein 
transacylase, 3 1 partial [Arabidopsis thaliana] 



Seq. No. 


303218 


Seq* ID 


gwl70GDl5ou6.nl 


Method 


BLASTN 


NCBI GI 


— At A f\ f A *5 

g4140643 


BLAST score 




E value 


2 . Oe-14 


Match length 


70 


% identity 




NCBI Description 


Zea mays cosmid II.2E10 




complete sequence 


Seq. No. 


303219 


Seq. ID 


gwl /UUdIooz/. nl 


Method 


BLASTX 


NCBI GI 


g3643600 


BLAST score 


214 


E value 


2.0e-17 


Match length 


54 


% identity 


70 


NCBI Description 


(AC005395) hypothetical 


Seq. No. 


303220 


Seq. ID 


gwl700615534 .hi 


Method 


BLASTN 


NCBI GI 


g533094 


BLAST score 


90 


E value 


1.0e-43 


Match length 


106 


% identity 


96 


NCBI Description 


Human G2 protein mRNA, ] 


Seq. No. 


303221 


Seq. ID 


gwl700615609.hl 


Method 


BLASTX 


NCBI GI 


g2190992 


BLAST score 


305 


E value 


2.0e-34 


Match length 


110 


% identity 


65 


NCBI Description 


(AF004358) glutathione 




tauschii] 


Seq. No. 


303222 


Seq. ID 


gwl700615701.hl 


Method 


BLASTX 


NCBI GI 


gll9791 


BLAST score 


262 


E value 


2.0e-23 


Match length 


68 


% identity 


76 



NCBI Description 



3-0X0ACYL- [ACYL-CARRIER PROTEIN] REDUCTASE PRECURSOR 
( 3-KETOAC YL- ACYL CARRIER PROTEIN REDUCTASE) 



42842 




>gi_1084385__pir S22450 3-oxoacyl- [acyl-carrier-protein] 

reductase (EC 1.1.1.100) precursor - Cuphea lanceolata 
>gi_18 0 4 6_emb_CAA4 5 8 66_ (X64566) 3-oxoacyl- [acyl-carrier 
protein] reductase [Cuphea lanceolata] 

>gi_228929_prf 1814446A beta ketoacyl-ACP reductase 

[Cuphea lanceolata] 



Seq. No. 


303223 


Seq. ID 


gwl700 615773 .hi 


Method 


BLASTX 


NCBI GI 


gl296955 


BLAST score 


163 


E value 


y . Ue-lz 


Match length 


32 


% identity 


88 


NCBI Description 


(X95402) duplicated domain structure protein [Oryza sativa^ 


Seq. No. 


303224 


Seq. ID 


gwl700615779.hl 


Method 


BLASTN 


NCBI GI 


gl419369 


BLAST score 


104 


E value 


1 . 0e-51 


Match length 


179 


% identity 


90 


NCBI Description 


Z.mays ZmABP3 mRNA for actin depolymerizing factor 


Seq. No. 


303225 


Seq. ID 


gwl700615879.hl 


Method 


BLASTX 


NCBI GI 


gll2994 


BLAST score 


245 


E value 


1.0e-36 


Match length 


87 


% identity 


95 


NCBI Description 


GLYCINE-RICH RNA- BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 




>gi 82685 pir S04536 embryonic abundant protein, 




glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 




ABA-inducible gene protein [Zea mays] 




>gi 226091 prf 1410284A abscisic acid inducible gene [Zea 




mays] 


Seq. No. 


303226 


Seq. ID 


gwl700615901.hl 


Method 


BLASTN 


NCBI GI 


g2605605 


BLAST score 


79 


E value 


8.0e-37 


Match length 


166 


% identity 


87 


NCBI Description 


Rattus norvegicus mRNA for RANP-1, complete cds 


Seq. No. 


303227 


Seq. ID 


gwl700615935.hl 


Method 


BLASTX 


NCBI GI 


g2130090 


BLAST score 


163 



42843 



E value 
Match length 
% identity 
NCBI Description 



9.0e-12 

50 
72 

2-oxoglutarate/malate translocator (clone OMT134), 
mitochondrial membrane - proso millet 

>gi__1100739_dbj_BAA08103_ (D45073) 2-oxoglutarate/malate 
translocator [Panicum miliaceum] >gi_1100741_dbj_BAA08104_ 
(D45074) 2-oxoglutarate/malate translocator [Panicum 
miliaceum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303228 

gwl700615955.hl 

BLASTX 

g2498077 

208 

9.0e-17 

53 

87 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 
(PP18) >gi_1777930 (U55019) nucleoside diphosphate kinase 
[Saccharum officinarum] 



Seq. No. 


303229 


Seq. ID 


gwl700615995.hl 


Method 


BLASTX 


NCBI GI 


gll43864 


BLAST score 


164 


E value 


7.0e-12 


Match length 


44 


% identity 


66 


NCBI Description 


(U28047) beta glucosidase [Ory: 


Seq. No. 


303230 


Seq. ID 


gwl700616006.hl 


Method 


BLASTX 


NCBI GI 


g2281090 


BLAST score 


239 


E value 


2.0e-20 


Match length 


108 


% identity 


51 


NCBI Description 


(AC002333) hypothetical protei: 


Seq. No. 


303231 


Seq. ID 


gwl700616114.hl 


Method 


BLASTN 


NCBI GI 


g2950394 


BLAST score 


45 


E value 


2.0e-16 


Match length 


96 


% identity 


96 


NCBI Description 


Zea mays me gene, exons 1 to 


Seq. No. 


303232 


Seq. ID 


gwl700616118.hl 


Method 


BLASTX 


NCBI GI 


g4586049 


BLAST score 


211 



42844 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-17 

78 
51 

(AC007020) hypothetical protein [Arabidopsis thaliana] 
303233 

gwl700616130.hl 

BLASTX 

g3249071 

234 

7.0e-20 

89 

48 

(AC004473) Contains similarity to protein-tyrosine 
phosphatase 2 gb_L15420 from Dictyostelium discoideum. 
gb_N38718 comes from this g [Arabidopsis thaliana] 



EST 



303234 

gwl700616172.hl 

BLASTX 

g3122724 

159 

3.0e-ll 

48 
69 

60S RIBOSOMAL PROTEIN L38 >gi_2289009 (AC002335) ribosomal 
protein L38 isolog [Arabidopsis thaliana] 

303235 

gwl700616180.hl 

BLASTX 

gl076389 

291 

1.0e-26 

78 

73 

protein phosphatase 2A pDFl - Arabidopsis thaliana 
>gi_683502_emb_CAA57528__ {X82002) protein phosphatase 2A 65 
kDa regulatory subunit [Arabidopsis thaliana] 

303236 

gwl700616211.hl 

BLASTX 

g511870 

144 

2.0e-13 

64 

70 

(M23537) zein protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



303237 

gwl700616222.hl 

BLASTX 

g464986 

140 

4.0e-09 
29 



42845 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 (UBIQUITIN-PROTEIN 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) (UBCAT4B) 

>gi_421857_pir S32674 ubiquitin— protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB367 65.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 

303238 

gwl700616266.hl 

BLASTN 

g3108052 

61 

4.0e-26 

77 

95 

Zea mays myo- inositol 1-phosphate synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303239 

gwl700616291.hl 

BLASTX 

g3023934 

154 

2.0e-10 

55 

60 

HI STONE DEACETYLASE 2 (HD2) (YY1 TRANSCRIPTION FACTOR 
BINDING PROTEIN) >gi_1667396 (U31758) transcriptional 
regulator homolog RPD3 [Mus musculus] 



Seq. No. 


303240 


Seq. ID 


gwl700616425.hl 


Method 


BLASTN 


NCBI GI 


g602605 


BLAST score 


115 


E value 


3.0e-58 


Match length 


154 


% identity 


94 


NCBI Description 


Zea mays tandem 


Seq. No. 


303241 


Seq. ID 


gwl700616426.hl 


Method 


BLASTN 


NCBI GI 


gl68492 


BLAST score 


132 


E value 


2.0e-68 


Match length 


213 


% identity 


92 


NCBI Description 


Corn histone H3 


Seq. No. 


303242 



(H3C3) gene, complete cds 



42846 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gwl700616478.hl 

BLASTX 

g3269285 

222 

2.0e-18 

78 

50 

(AL030978) hypothetical protein [Arabidopsis thaliana] 
303243 

gwl700616495.hl 

BLASTN 

g4160401 

92 

3.0e-44 

180 

88 

Zea mays eIF-5 gene, exons 1-2 
303244 

gwl700616516.hl 

BLASTX 

g2462640 

147 

1.0e-12 

66 

48 

(Y13370) reverse transcriptase [Oryza sativa] 
303245 

gwl700616620.hl 

BLASTN 

g609289 

53 

2.0e-21 

128 

86 

Z.mays cultivar (LG11) ROA mRNA for replication origin 
activator protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303246 

gwl700616658.hl 

BLASTX 

g2558664 

163 

1.0e-ll 

67 
51 

(AC002354) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



303247 

gwl700616676.hl 

BLASTN 

gl70746 

49 

6.0e-19 
65 



42847 



% identity 94 

NCBI Description Wheat histone H4 TH091 gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303248 

gwl700616714.hl 

BLASTX 

g!41600 

233 

1.0e-20 

60 
90 

ZEIN-ALPHA PRECURSOR (19 KD) (CLONE 19B1) 

>gi_72315_pir ZIZMB1 19K zein precursor (clone cZ19Bl) • 

maize >gi_168674 (M12143) 19 kDa zein protein [Zea mays] 

303249 

gwl700616715.hl 

BLASTX 

g322750 

295 

4.0e-27 

58 

95 

ubiquitin / ribosomal protein CEP52 - wood tobacco 
>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 



303250 

gwl700616723.hl 

BLASTX 

g3924612 

338 

6.0e-32 

80 

82 

(AF069442 
thaliana] 



mitochondrial elongation factor Tu 
>gi_4263511_gb_AAD15337_ (AC004044) 



[Arabidopsis 
mitochondrial 



elongation factor Tu [Arabidopsis thaliana] 



303251 

gwl700616785.hl 

BLASTX 

g3859548 

152 

2.0e-10 

29 

97 

(AF097182) protein phosphatase 2A catalytic subunit [Oryza 
sativa] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



303252 

gwl700616861.hl 

BLASTX 

g417154 

163 

9.0e-12 
38 



42848 



% identity 

NCBI Description 



82 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb__CAA77978_ (Z11920) heat shock protein 82 
{HSP82 ) [Oryza sativa] 



Seq. No. 


303253 


Seq. ID 


gwl700616866.hl 


Method 


BLASTX 


NCBI GI 


g2344892 


BLAST score 


236 


E value 


4.0e-20 


Match length 


58 


% identity 


79 


NCBI Description 


(AC002388) unknown protein [Arabidopsis thaliana] 


Seq. No. 


303254 


Seq. ID 


gwl700616895.hl 


Method 


BLASTX 


NCBI GI 


g3850999 


BLAST score 


161 


E value 


2.0e-ll 


Match length 


32 


% identity 


100 


NCBI Description 


(AFO 69908) pyruvate dehydrogenase El beta subunit 




[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



303255 

gwl700616908.hl 

BLASTX 

gll72495 

263 

5.0e-23 

69 

77 

PHYTOCHROME A >gi_515749 (L34842) phytochrome A [Glycine 
max] >gi_515751 (L34844) phytochrome A [Glycine max] 

303256 

gwl700616913.hl 

BLASTN 

g984307 

86 

4.0e-41 

134 
92 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransferase (accD) , photosystem I 
component (psal), ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 

303257 

gwl700616925.hl 

BLASTX 

g3261775 

206 



42849 



E value 
Match length 
% identity 
NCBI Description 



2.0e-16 

94 

45 

(Z 9558 4) hypothetical protein Rvll65 [Mycobacterium 
tuberculosis ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303258 

gwl700616964.hl 

BLASTX 

g548852 

329 

8.0e-31 

72 

83 

40S RIBOSOMAL PROTEIN S21 >gi_481227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj__BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 

303259 

gwl700616968.hl 

BLASTX 

g3892051 

353 

1.0e-33 

104 
72 

(AC002330) predicted NADH dehydrogenase 24 kD subunit 
[Arabidopsis thaliana] 



Seq. No. 


303260 


Seq. ID 


gwl700616978.hl 


Method 


BLASTX 


NCBI GI 


gl!68411 


BLAST score 


152 


E value 


4.0e-10 


Match length 


57 


% identity 


61 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST 


Seq. No. 


303261 


Seq. ID 


gwl700616996.hl 


Method 


BLASTX 


NCBI GI 


gl20662 


BLAST score 


140 


E value 


4.0e-09 


Match length 


42 


% identity 


71 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE B : 



Seq. No. 
Seq. ID 
Method 



CHLOROPLAST >gi_81621_pir JQ1286 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) B precursor, chloroplast - 
Arabidopsis thaliana >gi_336390 (M64115) glyceraldehyde 
3-phosphate dehydrogenase B subunit [Arabidopsis thaliana] 

303262 

gwl700617079.hl 
BLASTX 



42850 



NCBI GI 


g730463 


BLAST score 




E value 


Z . ue-19 


Match length 


by 


% identity 


58 


NCBI Description 


60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 




>gi_630323_pir S44069 ribosomal protein L35a.e.cl5 - ; 




(Saccharomyces cerevisiae) >gi 484241 (L23923) ribosom 




protein L37 -""[Saccharomyces cerevisiae] 




>gi 1420537 emb CAA99454 (Z75142) ORF YOR234c 




[Saccharomyces cerevisiae] 


Seq. No. 


303263 


Seq. ID 


gwl700617080 .hi 


Method 




NCBI GI 


g4539408 


BLAST score 


193 


E value 


7 . Oe-15 


Match length 


A IT 

45 


% identity 


87 


NCBI Description 


(AL049524) putative alpha NAC [Arabidopsis thalxana] 


Seq. No. 


303264 


Seq. ID 


gw!7 00 617088 .hi 


Method 


BLASTX 


NCBI GI 


g3337361 


BLAST score 


272 


E value 


1. 0e-26 


Match length 


100 


% identity 


59 


NCBI Description 


(AC004481) ankyrm-lxke protein [Arabidopsis thaliana] 


Seq. No. 


303265 


Seq. ID 


gwl700617119.hl 


Method 


BLASTX 


NCBI GI 


gl914683 


BLAST score 


144 


E value 


1. 0e-09 


Match length 


62 


% identity 


53 


NCBI Description 


(Y12013) RAD23, isoform I [Daucus carota] 


Seq. No. 


303266 


Seq. ID 


gwl700617125.hl 


Method 


BLASTX 


NCBI GI 


g4586592 


BLAST score 


367 


E value 


1.0e-35 


Match length 


76 


% identity 


96 


NCBI Description 


(AB025000) multicatalytic endopeptidase complex [Cicer 




arietinum] 


Seq. No. 


303267 


Seq. ID 


gwl700617228.hl 


Method 


BLASTX 


NCBI GI 


g4455169 
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BLAST score 


139 


E value 


6.0e-09 


Match length 


46 


% identity 


54 


NCBI Description 


(AL035521) putative 




thaliana] 




aldehyde dehydrogenase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303268 

gwl700617235.hl 

BLASTN 

g577088 

84 

7.0e-40 

104 

95 

P. sativum mRNA for ribosomal protein LI 
303269 

gwl700617239.hl 

BLASTN 

gl732555 

142 

3.0e-74 

201 

94 

Glycine max desiccation protective protein LEAS 
mRNA/ complete cds 



(Lea5) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303270 

gwl700617241.hl 

BLASTN 

g454881 

35 

1.0e-10 

59 

90 

Rice gene for thioredoxin 



h, complete cds 



303271 

gw!700617258.hl 

BLASTX 

g2191144 

271 

4.0e-24 

89 
58 

(AF007269) A_IG002N01 . 24 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



303272 

gwl700617324.hl 

BLASTN 

g22524 

76 

3.0e-35 

100 

94 
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NCBI Description Zea mays mRNA encoding a zein (clone ZG31A) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303273 

gwl700617404.hl 

BLASTX 

g3334441 

166 

1.0e-ll 

48 

58 

HYPOTHETICAL 47.9 KD PROTEIN T5I7.9 IN CHROMOSOME II 
>gi__2642161 (AC003000) hypothetical protein [Arabidopsis 
thaliana] 





Seq. No. 


303274 




Seq. ID 


gwl700617456.hl 




Method 


BLASTX 




NCBI GI 


g3746060 




BLAST score 


247 




E value 


3.0e-21 


y3 


Match length 


61 


Ol 


% identity 


75 


fn 


NCBI Description 


(AC005311) unknown protein [Arabidopsis ■ 


"p 


Seq. No. 


303275 




Seq. ID 


gw!700617477.hl 




Method 


BLASTX 


II s 


NCBI GI 


gl491931 




BLAST score 


280 


Ls. 


E value 


4.0e-25 


■™ 


Match length 


108 




% identity 


55 




NCBI Description 


(U52078) kinesin-like protein [Nicotiana 




Seq. No. 


303276 




Seq. ID 


gwl700617490.hl 




Method 


BLASTX 




NCBI GI 


gl41608 




BLAST score 


255 




E value 


3.0e-22 




Match length 


55 




% identity 


93 




NCBI Description 


ZEIN-ALPHA PRECURSOR (19 KD) (PMS1) >gi_ 






zein, 19K - maize >gi_2244 6_emb_CAA37 651 






zein [Zea mays] 




Seq. No. 


303277 




Seq. ID 


gwl700617492.hl 




Method 


BLASTX 




NCBI GI 


g2500380 




BLAST score 


445 




E value 


2.0e-44 




Match length 


88 



(X53582) 19 kDa 



% identity 

NCBI Description 



93 

60S RIBOSOMAL PROTEIN L44 >gi_2119128_pir JC4 923 ribosomal 

protein RL44 - upland cotton >gi_1553129 (U64677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi_1553131 
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(U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



303278 

gwl700617529.hl 

BLASTX 

g4544443 

230 

3.0e-19 

104 
52 

(AC006592) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 

303279 

gwl700617546.hl 

BLASTX 

g899610 

149 

2.0e-18 

88 
63 

(U29383) acidic ribosomal protein P2 [Zea mays] 
303280 

gwl700617632.hl 

BLASTX 

g4371280 

279 

2.0e-25 

64 

80 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
303281 

gwl700617709.hl 

BLASTX 

g3309086 

211 

2.0e-34 

82 

90 

(AF076253) calcineurin B-like protein 3 [Arabidopsis 
thaliana] 

303282 

gwl700617909.hl 

BLASTX 

g3461833 

167 

3.0e-12 

39 
74 

(AC004138) putative expansin [Arabidopsis thaliana] 
303283 

gwl700617962.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2497539 

192 

5.0e-15 

56 
88 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >gi_169703 
(M64736) ATP:pyruvate phosphotransferase [Ricinus communis] 



Seq. No. 


303284 


Seq. ID 


gwl700618063.hl 


Method 


BLASTX 


NCBI GI 


g3687231 


BLAST score 


200 


E value 


1.0e-15 


Match length 


84 


% identity 


51 


NCBI Description 


(AC005169) hypothetical protein 


Seq. No. 


303285 


Seq. ID 


gwl700618085.hl 


Method 


BLASTN 


NCBI GI 


gl68500 


BLAST score 


54 


E value 


8.0e-22 


Match length 


106 


% identity 


88 


NCBI Description 


Maize {Zea mays) histone H4 gene 


Seq. No. 


303286 


Seq. ID 


gwl700618088.hl 


Method 


BLASTX 


NCBI GI 


g2833375 


BLAST score 


153 


E value 


1.0e-10 


Match. length 


39 


% identity 


77 


NCBI Description 


DNA- DIRECT ED RNA POLYMERASE II 8 



(H4C14), complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



.2 KD POLYPEPTIDE (RPB10) 
(RP10) (ABC10) >gi_533690 (U12133) RNA polymerase II 
subunit RPB10 homolog; similar to yeast RNA polymerase II 
subunit RPB10, Swiss-Prot Accession Number P22139 [Brassica 
napus] 

303287 

gwl700618126.hl 

BLASTX 

g2853090 

376 

3.0e-36 

89 

83 

(AL021768) small GTP-binding protein-like [Arabidopsis 
thaliana] 

303288 

gwl700618142.hl 
BLASTX 
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NCBI GI g3420055 

BLAST score 308 

E value 3.0e-28 

Match length 67 

% identity 85 

NCBI Description (AC004680) cyclophilin [Arabidopsis thaliana] 

Seq. No, 303289 

Seq. ID gwl700618172.hl 

Method BLASTX 

NCBI GI gl429226 

BLAST score 208 

E value 1.0e-16 

Match length 45 

% identity 80 

NCBI Description (X98861) TFIIA [Arabidopsis thaliana] 

Seq, No. 303290 

Seq. ID gwl700618213.hl 

Method BLASTX 

NCBI GI g223430 

BLAST score 154 

E value 2.0e-10 

Match length 27 

% identity 100 

NCBI Description dehydrogenase Adhl, alcohol [Zea mays] 

Seq. No. 303291 

Seq. ID gwl700618222.hl 

Method BLASTN 

NCBI GI g2293565 

BLAST score 44 

E value 1.0e-15 

Match length 84 

% identity 88 

NCBI Description Oryza sativa ADP-ribosylation factor 1 (Os-ARFl) mRNA, 
complete cds 

Seq. No. 303292 

Seq. ID gwl700618263.hl 

Method BLASTN 

NCBI GI g2443401 

BLAST score 43 

E value 2.0e-15 

Match length 118 

% identity 85 

NCBI Description Oryza sativa mRNA for orthophosphate dikinase, complete cds 

Seq. No. 303293 

Seq. ID gw!700618295.hl 

Method BLASTN 

NCBI GI gll84775 

BLAST score 89 

E value 1.0e-42 

Match length 173 

% identity 90 

NCBI Description Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC4 



42856 



(gpc4) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303294 

gwl700618357.hl 

BLASTX 

g4416302 

155 

2.0e-10 

80 

42 

(AF105716) copia-type pol polyprotein [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303295 

gwl700618383.hl 

BLASTX 

g3641836 

147 

2.0e-14 

60 

72 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 


303296 


Seq. ID 


gw!700618562.hl 


Method 


BLASTN 


NCBI GI 


g4234847 


BLAST score 


101 


E value 


1.0e-49 


Match length 


153 


% identity 


92 


NCBI Description 


Zea mays copia-like 


Seq. No. 


303297 


Seq. ID 


gwl700618671.hl 


Method 


BLASTX 


NCBI GI 


g4263783 


BLAST score 


332 


E value 


3.0e-31 


Match length 


92 


% identity 


65 


NCBI Description 


(AC006068) putative 


Seq. No. 


303298 


Seq. ID 


gwl700618688.hl 


Method 


BLASTX 


NCBI GI 


g3402709 


BLAST score 


287 


E value 


5.0e-26 


Match length 


92 


% identity 


61 


NCBI Description 


(AC004261) hypothet: 


Seq. No. 


303299 


Seq. ID 


hbs701180727.hl 


Method 


BLASTX 


NCBI GI 


gl32983 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



346 

5.0e-33 

87 

72 

60S RIBOSOMAL PROTEIN L5A >gi_85843_pir A33823 ribosomal 

protein L5a - African clawed frog >gi_214754 (M29032) L5a 
ribosomal protein [Xenopus laevis] 



Seq. No. 


303300 


Seq. ID 


hbs701180730.hl 


Method 


BLASTX 


NCBI GI 


g4582434 


BLAST score 


270 


E value 


4. Oe-24 


Match length 


59 


% identity 


90 


NCBI Description 


(AC007196) unknown protein [Arabidops. 


Seq. No. 


303301 


Seq. ID 


hbs701180848.hl 


Method 


BLASTX 


NCBI GI 


g4263718 


BLAST score 


325 


E value 


1.0e-30 


Match length 


84 


% identity 


70 


NCBI Description 


(AC006223) putative DNA topoisomerase 




thaliana] 


Seq. No. 


303302 


Seq. ID 


hbs701180930.hl 


Method 


BLASTX 


NCBI GI 


g2281705 


BLAST score 


341 


E value 


3.0e-37 


Match length 


88 


% identity 


85 


NCBI Description 


(AF013979) ethylene responsive factor 


Seq. No. 


303303 


Seq. ID 


hbs701180970.hl 


Method 


BLASTX 


NCBI GI 


g3063459 


BLAST score 


399 


E value 


3.0e-39 


Match length 


90 


% identity 


80 


NCBI Description 


(AC003981) F22013.21 [Arabidopsis tha: 


Seq. No. 


303304 


Seq. ID 


hbs701181114.hl 


Method 


BLASTX 


NCBI GI 


g3618316 


BLAST score 


228 


E value 


4.0e-19 


Match length 


94 


% identity 


50 



[Arabidopsis 



[Oryza satiua] 
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NCBI Description 



(AB001886) zinc finger protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303305 

hbs701181131.hl 

BLASTX 

g2623307 

338 

5.0e-32 

93 

71 

(AC002409) putative ubiquitin protease [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303306 

hbs701181166.hl 

BLASTX 

g2245004 

177 

3.0e-13 

46 
70 

(Z97341) similarity to membrane transport protein 
[Arabidopsis thaliana] 



Seq. No. 


303307 


Seq. ID 


hbs701181168.hl 


Method 


BLASTX 


NCBI GI 


g4063760 


BLAST score 


240 


E value 


1.0e-20 


Match length 


90 


% identity 


48 


NCBI Description 


(AC005561) putative 


Seq. No. 


303308 


Seq. ID 


hbs701181217.hl 


Method 


BLASTX 


NCBI GI 


g4191779 


BLAST score 


169 


E value 


3.0e-12 


Match length 


84 


% identity 


45 


NCBI Description 


(AC005917) putative : 


Seq. No. 


303309 


Seq. ID 


hbs701181253.hl 


Method 


BLASTX 


NCBI GI 


g4235644 


BLAST score 


159 


E value 


5.0e-ll 


Match length 


65 


% identity 


48 


NCBI Description 


(AF119040) polyprote. 


Seq. No. 


303310 


Seq. ID 


hbs701181317.hl 


Method 


BLASTX 
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NCBI GI 


g2160161 


BLAST score 


143 


E value 


o n — Art 

3 . Oe-09 


Match length 


86 


% identity 


37 


NCBI Description 


(ACUUUioz) FzlMlz. / gene product: LArao. 


Seq. No. 


303311 


Seq. ID 


fiDs7Ullol41z . nl 


Method 


t->t t\ rimv 

BLASTX 


NCBI GI 


gzz4blJo 


BLAST score 


157 


E value 


4.0e-ll 


Match length 


74 


% identity 


46 


NCBI Description 


(Z97344) trehalose-6-phosphate synthas* 




[Arabidopsis thaliana] 


Seq. No. 


303312 


Seq. ID 


hbs701181477 .hi 


Method 


BLASTX 


NCBI GI 


g2618689 


BLAST score 


170 


E value 


2.0e-12 


Match length 


57 


% identity 


63 


NCBI Description 


(AC002510) unknown protein [Arabidopsi: 


Seq. No. 


303313 


Seq. ID 


hbs701181556 .hi 


Method 


BLASTX 


NCBI GI 


g!172809 


BLAST score 


154 


E value 


1.0e-10 


Match length 


41 


% identity 


73 


NCBI Description 


60S RIBOSOMAL PROTEIN L10 (QM PROTEIN ] 




(U06108) QM protein [Zea mays] 


Seq. No. 


303314 


Seq. ID 


hbs7 0118 1607 .hi 


Method 


BLASTX 


NCBI GI 


g3641868 


BLAST score 


179 


E value 


2. Oe-13 


Match length 


53 


% identity 


66 


NCBI Description 


(AJ011012) hypothetical protein [Cicer 


Seq. No. 


303315 


Seq. ID 


hbs701181625 .hi 


Method 


DJjfiO IX 


NCBI GI 


gll03318 


BLAST score 


311 


E value 


7.0e-29 


Match length 


69 


% identity 


80 



>gi_4 6805 6 
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NCBI Description (X78818) casein kinase I [Arabidopsis thaliana] 

>gi_2244791_emb_CAB10213.1_ (Z97336) casein kinase I 
[Arabidopsis thaliana] 



Seq. No. 303316 

Seq. ID hbs701181690.hl 

Method BLASTX 

NCBI GI g4039155 

BLAST score 259 

E value 8.0e-23 

Match length 82 

% identity 57 

NCBI Description (AF104258) putative copper-inducible 35.6 kDa protein 
[Festuca rubra] 

Seq. No. 303317 

Seq. ID hbs701181703.hl 

Method BLASTN 

NCBI GI g22270 

BLAST score 57 

E value 7.0e-24 

Match length 61 

% identity 98 

NCBI Description Maize mRNA from an embryogenic abscisic acid- inducible gene 

Seq. No. 303318 

Seq. ID hbs701181707.hl 

Method BLASTX 

NCBI GI g3641252 

BLAST score 203 

E value 2.0e-16 

Match length 73 

% identity 55 

NCBI Description (AF053127) leucine-rich receptor-like protein kinase [Malus 
domestica] 

Seq. No. 303319 

Seq. ID hbs701181813.hl 

Method BLASTX 

NCBI GI g2809251 

BLAST score 200 

E value 7.0e-16 

Match length 83 

% identity 43 

NCBI Description (AC002560) F21B7.20 [Arabidopsis thaliana] 

Seq. No. 303320 

Seq. ID hbs701181901.hl 

Method BLASTX 

NCBI GI g2618699 

BLAST score 199 

E value 8.0e-16 

Match length 79 

% identity 4 4 

NCBI Description (AC002510) unknown protein [Arabidopsis thaliana] 

Seq. No. 303321 



42861 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



hbs701181989.hl 

BLASTN 

g4234845 

38 

3.0e-12 

38 
100 

Zea mays copia-like retrotransposon Sto-17, 
sequence 



partial 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303322 

hbs701182022.hl 

BLASTX 

g2735841 

303 

5.0e-28 

61 

97 

(AF010283) No definition line found [Sorghum bicolor] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303323 

hbs701182047 
BLASTX 
g4582468 
224 

1.0e-21 

79 

63 

(AC007071) 
C-terminal 



.hi 



putative 4 OS ribosomal protein; 
domain [Arabidopsis thaliana] 



contains 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303324 

hbs701182067.hl 

BLASTX 

g4579913 

356 

3.0e-34 

84 ■ 
86 

(AB023423) sulfate transporter [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303325 

hbs701182111.hl 

BLASTX 

g3859659 

187 

2.0e-14 

51 

69 

(AL031394) putative potassium transporter AtKT5p 
[Arabidopsis thaliana] 



(AtKT5) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



303326 

hbs701182117.hl 

BLASTN 

gl546918 

34 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-10 

50 

92 

Z.mays mRNA for translation initiation factor 5A 
303327 

hbs701182315.hl 

BLASTX 

g2108252 

149 

4.0e-10 

51 
63 

(Y10228) P-glycoprotein-2 [Arabidopsis thaliana] 
>gi_2108254_emb_CAA71276_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4538925_emb_CAB39661 . 1_ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 



Seq. No. 


303328 


Seq. ID 


hbs701182331.hl 


Method 


BLASTN 


NCBI GI 


g4584956 


BLAST score 


34 


E value 


9.0e-10 


Match length 


46 


% identity 


93 


NCBI Description 


Zea mays heat shock protein 101 


Seq. No. 


303329 


Seq. ID 


hbs701182343.hl 


Method 


BLASTX 


NCBI GI 


gl707015 


BLAST score 


248 


E value 


2.0e-21 


Match length 


72 


% identity 


69 


NCBI Description 


(U78721) protein phosphatase 2C 




thaliana] 



(HSP101) gene, complete cds 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



303330 

hbs701182346.hl 

BLASTN 

g2642212 

85 

3.0e-40 

149 

89 

Zea mays nitrate-induced NOI protein gene, 
303331 

hbs701182360.hl 

BLASTX 

g3913425 

141 

5.0e-09 

45 

60 



complete cds 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

303332 

hbs701182425.hl 

BLASTX 

gl531758 

410 

2.0e-40 

93 

83 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



303333 

hbs701182471.hl 

BLASTN 

g3452305 

98 

6.0e-48 

138 

93 

Zea mays retrotransposon Opie-3 
303334 

hbs701182490.hl 

BLASTX 

gl350680 

138 

8.0e-09 

43 

58 



3 T LTR f partial sequence 



NCBI Description 60S RIBOSOMAL PROTEIN LI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303335 

hbs701182580.hl 

BLASTX 

gl708424 

301 

9.0e-28 

86 
60 

ISOFLAVONE REDUCTASE HOMOLOG >gi_1230614 (U48590) 
isoflavone reductase-like protein [Lupinus albus] 

303336 

hbs701182621.hl 

BLASTX 

g4406820 

263 

2.0e-23 

81 

69 

(AC006201) putative ras superfamily member [Arabidopsis 
thaliana] 



42864 



Seq. No. 


303337 


Seq. ID 


hbs701182710.hl 


Method 


BLASTX 


NCBI GI 


g3033400 


BLAST score 


305 


E value 


3.0e-28 


Match length 


69 


% identity 


75 


NCBI Description 


(AC004238) putative Ser/Thr 




thaliana] 


Seq. No. 


303338 


Seq. ID 


hbs701182729.hl 


Method 


BLASTX 


NCBI GI 


g4105772 


BLAST score 


280 


E value 


3. Oe-25 


Match length 


62 


% identity 


76 


NCBI Description 


(AF049917) PGP9B [Petunia x 


Seq. No. 


303339 


Seq. ID 


hbs701182779.hl 


Method 


BLASTX 


NCBI GI 


g!109614 


BLAST score 


158 


E value 


6.0e-ll 


Match length 


47 


% identity 


60 


NCBI Description 


(D45078) MP28 [Cucurbit a sp, 


Seq. No. 


303340 


Seq. ID 


hbs701182981.hl 


Method 


BLASTX 


NCBI GI 


g3600059 


BLAST score 


186 


E value 


2.0e-14 


Match length 


50 


% identity 


66 


NCBI Description 


(AF080120) contains similar: 




repeats (Pfam: G-beta.hmm, : 




[Arabidopsis thaliana] 


Seq. No. 


303341 


Seq. ID 


hbs701183089.hl 


Method 


BLASTN 


NCBI GI 


g311238 


BLAST score 


57 


E value 


2.0e-23 


Match length 


168 


% identity 


85 


NCBI Description 


Z.mays catl gene for catala; 


Seq. No. 


303342 


Seq. ID 


hbs701183116.hl 


Method 


BLASTX 


NCBI GI 


g2984225 



score : 



WB domains, G-beta 
14.83 and 23.03) 



42865 



BLAST score 

E- value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



141 

9.0e-17 

86 

52 

(AE000766) enolase-phosphatase E- 



1 [Aquifex aeolicus] 



303343 

hbs701183140;hl 

BLASTX 

gl946356 

144 

2.0e-09 

52 

58 

(U93215) hypothetical protein H1.2flk [Arabidopsis 
thaliana] >gi_2880041 (AC002340) hypothetical protein 
H1.2flk [Arabidopsis thaliana] 



Seq. No. 


303344 


Seq. ID 


hbs701183148.hl 


Method 


BLASTN 


NCBI GI 


g3341647 


BLAST score 


49 


E value 


4.0e-19 


1 _id L>^»11 (—11 


65 


% identity 


94 


NCBI Description 


Zea mays Ama gene encoding j 


Seq. No. 


303345 


Seq. ID 


hbs701183265.hl 


Method 


BLASTX 


NCBI GI 


g2832658 


BLAST score 


155 


E value 


1.0e-10 


Match length 


85 


% identity 


44 


NCBI Description 


(AL021710) putative protein 


Seq. No. 


303346 


Seq. ID 


hbs701183302.hl 


Method 


BLASTN 


NCBI GI 


g2735016 


BLAST score 


226 


E value 


1.0e-124 


Match length 


238 


% identity 


99 


NCBI Description 


Zea mays KI domain interact 




complete cds 


Seq. No. 


303347 


Seq. ID 


hbs701183309.hl 


Method 


BLASTX 


NCBI GI 


g2065021 


BLAST score 


245 


E value 


4.0e-21 


Match length 


77 


% identity 


61 



1 (KIK1) mRNA, 



42866 



;NCBI Description 



(Y12555) alanyl t-RNA synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303348 

hbs701183323.hl 

BLASTX 

g4539330 

152 

3.0e-10 

66 

50 

(AL035679) putative receptor-like protein kinase 
[Arabidopsis thaliana] 



( fragment ) 



Seq. No. 


303349 


Seq. ID 


hbs701183341.hl 


Method 


BLASTX 


NCBI GI 


g2293006 


BLAST score 


145 


E value 


2.0e-09 


Match length 


48 


% identity 


54 


NCBI Description 


(AJ000977) hypothet; 


Seq. No. 


303350 


Seq. ID 


hbs701183366.hl 


Method 


BLASTX 


NCBI GI 


g3176715 


BLAST score 


378 


E value 


9.0e-37 


Match length 


89 


% identity 


75 


NCBI Description 


(AC002392) putative 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
303351 

hbs701183381.hl 

BLASTX 

g3420052 

196 

4.0e-26 

87 

74 

(AC004680) putative ubiqinone reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



303352 

hbs701183465.hl 

BLASTN 

g22101 

121 

1.0e-61 

255 
88 

Maize 7SL RNA of signal recognition particle 
303353 

hbs701183475.hl 



42867 



Method 


BLASTX 


NPRT CrT 

LN UD i. vJ-L 


al208496 


BLAST score 


160 


E value 


3.0e-ll 


Match length 


29 


% identity 


97 


NCBI Description 


(D38124) EREBP-3 [Nicotiana tabacum] 


Seq. No. 


303354 


Seq. ID 


hbs701183501.hl 


Method 


BLASTX 




g3327394 


BLAST score 


353 


E value 


9.0e-34 


Match length 


93 


% identity 


68 


NCBI Description 


(AC004483) putative RNA helicase [Arabidopsis thaliana] 


Seq. No. 


303355 


Seq. ID 


hbs701183590.hl 


Method 


BLASTX 


LN\_/0 J. K3X 


a2586082 


BLAST score 


229 


E value 


3.0e-19 


Match length 


87 


% identity 


53 


NCBI Description 


(U72725) retrofit [Oryza longistaminata] 


Seq. No. 


303356 


Seq. ID 


hbs701183625.hl 


Method 


BLASTX 


VfpOT (IT 


a4467137 


BLAST score 


378 


E value 


9.0e-37 


Match length 


88 


% identity 


77 


NCBI Description 


(AL035540) putative protein [Arabidopsis thaliana] 


Seq. No. 


303357 


Seq. ID 


hbs701183718.hl 


Method 


BLASTX 




a4512670 


BLAST score 


142 


E value 


3.0e-14 


Match length 


85 


% identity 


48 


NCBI Description 


(AC006931) putative cytochrome P450 [Arabidopsis thaliana. 


Seq. No. 


303358 


Seq. ID 


hbs701183728.hl 


Method 


BLASTX 


NCBI GI 


g2062172 


BLAST score 


148 


E value 


8.0e-10 


Match length 


33 


% identity 


73 


NCBI Description 


(AC001645) unknown protein [Arabidopsis thaliana] 



42868 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303359 

hbs701183753.hl 

BLASTX 

gl076678 

191 

2.0e-20 

65 

86 

ubiquitin / ribosomal protein S27a 



potato (fragment) 



303360 

hbs701183863.hl 

BLASTX 

g3004564 

177 

2.0e-13 

71 

44 

(AC003673) putative receptor ^Ser/Thr protein kinase 
[Arabidopsis thaliana] 



Seq. No. 


303361 


Seq. ID 


hbs70li83864.hl 


Method 


BLASTX 


NCBI GI 


g3152613 


BLAST score 


175 


E value 


4.0e-13 


Match length 


69 


% identity 


58 


NCBI Description 


(AC004482) hypothetical protein 


Seq. No. 


303362 


Seq. ID 


hbs701183876.hl 


Method 


BLASTX 


NCBI GI 


g549674 


BLAST score 


200 


E value 


4.0e-16 


Match length 


73 


% identity 


49 


NCBI Description 


HYPOTHETICAL 49.6 KD PROTEIN IN 


>gi 539160 pir S37867 hypothet. 



-PRI2 INTERGENIC REGION 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor - yeast (Saccharomyces cerevisiaej 
>gi_486062_emb_CAA81881_ (Z28046) ORF YKL046c 
[Saccharomyces cerevisiae] 

303363 

hbs701183921.hl 

BLASTX 

g2829916 

378 

1.0e-36 

92 
84 

(AC002291) Unknown protein [Arabidopsis thaliana] 



Seq. No. 



303364 



42869 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



hbs701183976.hl 

BLASTX 

g3176686 

359 

2.0e-34 

90 

78 

(AC003671) Similar to high affinity potassium transporter, 
HAK1 protein gb_U22945 from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303365 

hbs701184118.hl 

BLASTX 

g!169151 

426 

2.0e-42 

94 

86 

ADENYLATE CYCLASE (ATP PYROPHOSPHATE- LYASE) (ADENYLYL 

CYCLASE) >gi_1070522_pir OYBY adenylate cyclase (EC 

4.6.1.1) - yeast (Saccharomyces cerevisiae) 
>gi_1006714_emb_CAA89295_ (Z49280) ORF YJLOOSw 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303366 

hbs701184126.hl 

BLASTX 

g3880563 

197 

2.0e-15 

82 

49 

(Z78018) predicted using Genefinder; similar to 
serine/threonine kinase; cDNA EST yk353dl0.5 comes 
this gene [Caenorhabditis elegans] 



from 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303367 

hbs701184147.hl 

BLASTX 

g633040 

162 

2.0e-ll 

88 

43 

(D37986) 130 kDa myos in-binding subunit of smooth muscle 
myosin phophatase (M130) [Gallus gallus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303368 

hbs701184211.hl 

BLASTX 

g4539665 

312 

5.0e-29 

89 

63 

(AF061282) polyprotein [Sorghum bicolor] 



42870 



ft 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303369 

hbs701184223.hl 

BLASTX 

g4586044 

148 

9-0e-10 

63 
46 

(AC007020) putative receptor protein kinase [Arabidopsis 
thaliana] 

303370 

hbs701184240.hl 

BLASTN 

g4206305 

60 

3.0e-25 

223 

42 

Zea mays retrotransposon Cinful-1, complete sequence 
303371 

hbs701184295.hl 

BLASTX 

g4580389 

252 

5.0e-22 

66 

67 

(AC007171) unknown protein [Arabidopsis thaliana] 
303372 

hbs701184360.hl 

BLASTN 

g4185305 

51 

6.0e-20 

91 

89 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303373 

hbs701184364.hl 

BLASTN 

g4164148 

83 

6.0e-39 

139 
90 

Oryza sativa mRNA for iron- superoxide dismutase, 
cds 



complete 



Seq. No. 



303374 



42871 



Seq. ID 


hbs7011843J0 . hi 


Method 


BLASTX 


NCBI GI 


gl574938 


BLAST score 


308 


E value 


1.0e-28 


Match length 


68 


% identity 


84 


NCBI Description 


(U34726) superoxide dismutase 4 [Zea mays] 


Seq. No. 


303375 


Seq. ID 


hbs7011o4526 . nl 


Method 


BLASTX 


NCBI GI 


g4587554 


BLAST score 


339 


E value 


3.0e-32 


Match length 


86 


% identity 


67 


NCBI Description 


(AC006577) Similar to gb_AJ005701 Na/Ca,K-es 




Caenorhabditis elegans. ESTs gb_T04173 and 




come from this gene. [Arabidopsis thaliana] 


Seq. No. 


303376 


Seq. ID 


hbs701184582 .hi 


Method 


BLASTX 


NCBI GI 


g3559814 


BLAST score 


409 


E value 


2.0e-40 


Match length 


91 


% identity 


84 


NCBI Description 


(Y15781) transketolase 1 [Capsicum annuum] 


Seq. No. 


303377 


Seq. ID 


hbs701184621.hl 


Method 


BLASTX 


NCBI GI 


g4455276 


BLAST score 


238 


E value 


3.0e-20 


Match length 


91 


% identity 


52 


NCBI Description 


(AL035527) peptide transporter-like protein 




thaliana] 


Seq. No. 


303378 


Seq. ID 


hbs701184675.hl 


Method 


BLASTX 


NCBI GI 


gl!67982 


BLAST score 


292 


E value 


1.0e-26 


Match length 


89 


% identity 


62 


NCBI Description 


(U43892) ABC transporter-7 [Mus musculus] 


Seq. No. 


303379 


Seq. ID 


hbs701185116.hl 


Method 


BLASTX 


NCBI GI 


g3776581 


BLAST score 


141 



[Arabidopsis 



42872 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-09 

60 

45 

(AC005388) Similar to Beta integral membrane protein 
homolog gb_U43629 from A. thaliana. [Arabidopsis thaliana] 

303380 

hbs701185144.hl 

BLASTX 

g2511578 

320 

6.0e-30 

83 

72 

(Y13178) multicatalytic endopeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303381 

hbs701185208.hl 

BLASTX 

gl854378 

208 

8.0e-17 

88 
53 

(AB001338) Sucrose-Phosphate Synthase [Saccharum 
of ficinarum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303382 

hbs701185237.hl 

BLASTN 

g4185305 

65 

3.0e-28 

113 

89 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



303383 

hbs701185274.hl 

BLASTX 

g4101591 

271 

3.0e-24 

85 

59 

(AF005051) aspartyl aminopeptidase [Mus musculus] 
303384 

hbs701185282.hl 

BLASTX 

gl22099 

144 

2.0e-09 



42873 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30 
100 

HISTONE H4 >gi_83768_pir S07 913 histone H4 - Neurospora 

crassa >gi_3018_emb_CAA25760_ (X01611) histone H4 
[Neurospora crassa] 

303385 

hbs701185360.hl 

BLASTX 

g4204793 

179 

2.0e-13 

51 

69 

(U52079) P-glycoprotein [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303386 

hbs701185419.hl 

BLASTN 

g22459 

257 

1.0e-143 

272 
99 

Z.mays rab28 gene 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303387 

hbs701185503.hl 

BLASTN 

g416150 

59 

1.0e-24 

106 

89 

Zea mays beta-8 tubulin 



(tub8) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303388 

hbs701185507.hl 

BLASTN 

g3694836 

39 

9.0e-13 

54 

95 

Zea mays centromeric retrotransposon-like repeat CentA, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303389 

hbs701185526.hl 

BLASTN 

g22176 

45 

2.0e-16 

89 
45 

Z.mays P gene 



42874 



Seq. No. 303390 

Seq. ID hbs701185565.hl 

Method BLASTX 

NCBI GI g3367522 

BLAST score 179 

E value 2.0e-13 

Match length 60 

% identity 57 

NCBI Description (AC004392) EST gb_T04691 comes from this gene. [Arabidopsis 
thaliana] 

Seq. No. 303391 

Seq. ID hbs701185577.hl 

Method BLASTX 

NCBI GI g2414541 

BLAST score 239 

E value 2.0e-20 

Match length 68 

% identity 56 t 

NCBI Description (Z99263) petll2-like protein [Mycobacterium leprae] 

Seq. No. 303392 

Seq. ID hbs701185764.hl 

Method BLASTX 

NCBI GI g4406780 

BLAST score 328 

E value 7.0e-31 

Match length 84 

% identity 77 

NCBI Description (AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 



Seq. No. 303393 

Seq. ID hbs701185915.hl 

Method BLASTX 

NCBI GI g2961358 

BLAST score 249 

E value 1.0e-21 

Match length 73 

% identity 67 

NCBI Description (AL022140) serine/threonine protein kinase like protein 
[Arabidopsis thaliana] 

303394 

hbs701185924.hl 
BLASTN 
g5091496 
66 

7.0e-29 
102 
91 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 303395 

Seq. ID hbs701186132.hl 

Method BLASTX 



42875 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll74162 
255 

1.0e-25 

58 
86 

(U44976) ubiquit in-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquit in-con jugating-like enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303396 

hbs701186179.hl 

BLASTX 

g3193304 

183 

2.0e-22 

77 

67 

(AF069298) contains similarity to RNA recognition motifs 
(Pfam: rrm.hmm, score; 82.09 and 30.80); similar to 
alternative splicing factor ASF [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303397 

hbs701186228.hl 

BLASTX 

g4539293 

157 

8.0e-ll 

56 

52 

(AL049480) putative membrane transporter [Arabidopsis 
thaliana] 



Seq. No. 303398 

Seq. ID hbs701186234.hl 

Method BLASTX 

NCBI GI g3386611 

BLAST score 149 

E value 7.0e-10 

Match length 89 

% identity 37 

NCBI Description (AC004665) unknown protein [Arabidopsis thaliana] 

Seq. No. 303399 

Seq. ID hbs701186242.hl 

Method BLASTX 

NCBI GI g4249562 

BLAST score 160 

E value 3.0e-ll 

Match length 73 

% identity 41 

NCBI Description (AB003110) bete-glucosidase [Hypocrea jecorina] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



303400 

hrx700703910.hl 

BLASTN 

gl68700 

63 



42876 



E value 2.0e-27 
Match length 134 
% identity 88 

NCBI Description Z.mays zein mRNA, complete ccis 
303401 

hrx700703934.hl 
BLASTX 
g22122 
279 

2.0e-33 
77 
96 

(X04050) alcohol dehydrogenase 1 [Zea mays] >gi_3420021 
(AF050457) alcohol dehydrogenase 1 [Zea mays] 

303402 

hrx700703946.hl 
BLASTX 
gl41613 
335 

1.0e-31 

79 
8 6 

ZEIN-ALPHA PRECURSOR (22 KD) (CLONES PZ22.1 AND 22A1) 

>gi 72305_pir ZIZM21 22K zein precursor (clone pZ22.1) 

maize >gi_22532_emb_CAA24725_ (V01478) zein [Zea mays] 



Seq. No. 


303403 


Seq. ID 


hrx700703987.hl 


Method 


BLASTX 


NCBI GI 


g!6073 


BLAST score 


348 


E value 


3.0e-33 


Match length 


77 


% identity 


90 


NCBI Description 


(X59526) zein protein [Acetabularia mediterranea] 


Seq. No. 


303404 


Seq. ID 


hrx700704059.hl 


Method 


BLASTX 


NCBI GI 


g995778 


BLAST score 


290 


E value 


2.0e-26 


Match length 


70 


% identity 


76 


NCBI Description 


(U34350) cThy28kD [Gallus gallus] 


Seq. No. 


303405 


Seq. ID 


hrx700704075.hl 


Method 


BLASTN 


NCBI GI 


g22528 


BLAST score 


183 


E value 


1.0e-98 


Match length 


266 


% identity 


93 


NCBI Description 


Zea mays mRNA encoding a zein (clone A20) 



42877 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303406 

hvj700618810.hl 

BLASTX 

g2345154 

341 

2.0e-32 

65 

100 

(AF015522) ribsomal protein S4 [Zea mays] 
303407 

hvj700618821.hl 

BLASTX 

g3548803 

356 

4.0e-34 

90 

80 

(AC005313) putative DNA-binding protein [Arabidopsis 
thaliana] >gi_4335770_gb_AAD17447_ (AC006284) putative 
SMUBP-2 [mouse] DNA-binding protein [Arabidopsis thaliana] 

303408 

hvj700618840.hl 

BLASTX 

g2345154 

324 

2.0e-30 

65 

97 

(AF015522) ribsomal protein S4 [Zea mays] 
303409 

hvj700618867.hl 

BLASTX 

g4587525 

162 

2.0e-ll 

79 

47 

(AC007060) Contains the PFJD0650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N06574 and gb_Z25700 come from this gene. 
[Arabidopsis thaliana] 

303410 

hvj700618921.hl 

BLASTN 

g22101 

45 

. 3.0e-16 
84 
89 

Maize 7SL RNA of signal recognition particle 



Seq. No. 



303411 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



hvj700619022.hl 

BLASTX 

g3142301 

147 

1.0e-09 

70 

51 

(AC002411) Contains similarity to neural cell adhesion 
molecule 2, large isoform precursor gb_M76710 from Xenopus 
laevis, and beta transducin from S. cerevisiae gb_Q05946. 
ESTs gb_N65081 gb_Z30910, gb_Z34190, gb_Z34611, gb_R30101, 
gb H3630 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303412 

hvj700619145.hl 

BLASTN 

g4490324 

35 

3.0e-10 

75 

87 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 4, BAC clone T9A14 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303413 

hvj700619294.hl 

BLASTN 

g21800 

113 

9.0e-57 

275 

80 

T.aestivum L mRNA 



for histone H2B 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303414 

hvj700619309.hl 

BLASTX 

g3747046 

254 

5.0e-22 

67 

78 

(AF093538) voltage-dependent anion-selective channel 
protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303415 

hvj700619327.hl 

BLASTN 

g473186 

121 

1.0e-61 

275 
87 

Z.mays (A619) PKCI 



mRNA for protein kinase C Inhibitor 



Seq. No. 
Seq. ID 



303416 

hvj700619347.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2984709 

153 

3.0e-10 

46 

63 

(AF053468] 



DnaJ-related protein ZMDJ1 [Zea mays] 



303417 

hvj700619353.hl 

BLASTX 

g2190544 

158 

1.0e-12 

71 
66 

(AC001229) Similar to Saccharomyces hypothetical protein 
P9642.2 (gb_U40828). [Arabidopsis thaliana] 

303418 

hvj700619369.hl 

BLASTX 

g2961378 

256 

2.0e-22 

83 

30 

(AL022141) putative protein [Arabidopsis thaliana] 
303419 

hvj700619481.hl 

BLASTN 

g533250 

46 

4.0e-17 

129 

85 

Zea mays (clone Shl-BMS) MISD1 insertion sequence from 
shrunkenl allele DNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



303420 

hvj700619567.hl 

BLASTX 

g322525 

372 

7.0e-36 

105 

67 

omnipotent suppressor protein SUP1 homolog (clone A18) - 
Arabidopsis thaliana (fragment) >gi_16512_emb_CAA49171_ 
(X6937 4) similar to yeast omnipotent suppressor protein 
SUP1 (SUP45); ORF [Arabidopsis thaliana] 

303421 

hvj700619575.hl 

BLASTN 

g2645878 
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137 

2.0e-71 
181 
94 

Homo sapiens molybdenum cofactor biosynthesis protein A and 
molybdenum cofactor biosynthesis protein C mRNA, complete 
cds 

303422 

hvj700619624.hl 
BLASTX 
gl076678 
384 

3.0e-37 
79 
99 

ubiquitin / ribosomal protein S27a - potato (fragment) 
303423 

hvj700619745.hl 
BLASTX 
g399492 
209 

7.0e-28 
104 
75 

FIBRINOGEN BETA CHAIN PRECURSOR >gi_27 9672_pir FGHUB 

fibrinogen beta chain precursor - human 

Seq. No, 303424 

Seq. ID hvj700619751.hl 

Method BLASTN 

NCBI GI g22292 

BLAST score 41 

E value 8.0e-14 

Match length 89 

% identity 98 

NCBI Description Z.mays mRNA for glycine-rich protein 

Seq. No. 303425 

Seq. ID hvj700619752.hl 

Method BLASTN 

NCBI GI gl906603 

BLAST score 171 

E value 2.0e-91 

Match length 320 

% identity 90 , 

NCBI Description Zea mays ACCase gene, intron containing colomstl and 

colonist2 retrotransposons and reverse transcriptase 

pseudogene, complete sequence 

Seq. No. 303426 

Seq. ID hvj700619788.hl 

Method BLASTX 

NCBI GI g!12994 

BLAST score 254 

E value 3.0e-22 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



66 
80 

GLYCINE-RICH RNA- BIN DING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

303427 

hvj700619792.hl 

BLASTN 

g2245648 

57 

1.0e-23 

100 

99 

Zea mays discolored-1 {mutant allele dscl-Ref : :Mul) gene, 
partial sequence 

303428 

hvj700619851.hl 

BLASTX 

g3913804 

174 

1.0e-12 

49 
73 

HI STONE H2B.3 >gi_577825_emb_CAA49584_ (X69960) H2B histone 
[Zea mays] 

303429 

hvj700619858.hl 

BLASTN 

g2916863 

173 

8.0e-93 

197 

97 

Human DNA sequence from PAC 417G15 on chromosome Xq25-Xq26. 
Contains glypican-3 precursor (intestinal protein OCI-5) 
(GTR2-2), pseudogene, ESTs 

303430 

hvj700619865.hl 

BLASTX 

g4417286 

157 

1.0e-10 

43 

70 

(AC007019) putative shikimate kinase [Arabidopsis thaliana] 
303431 

hvj700619867.hl 

BLASTX 

g3355474 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



312 

7.0e-29 

101 

84 

(AC004218) 



unknown protein [Arabidopsis thaliana] 



303432 

hvj700619892.hl 

BLASTX 

g729051 

141 

8.0e-09 

34 

76 

CALTRACTIN (CENTRIN) >gi_444342_prf 1906390A 

caltractin-like protein [Atriplex nummularia] 

303433 

hvj700620122.hl 

BLASTX 

g2230873 

155 

7.0e-ll 

62 
52 

(X98494) M phase phosphoprotein 10 [Homo sapiens] 
303434 

hvj700620163.hl 

BLASTN 

g4587635 

39 

1.0e-12 

47 

96 

Homo sapiens PAC clone DJ1102A12 from 7qll . 21-qll . 23, 
complete sequence 

303435 

hvj700620166.hl 

BLASTX 

gll72836 

240 ^ 

5.0e-21 

65 

83 

GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi__496272 (L16787) 
small ras-related protein [Nicotiana tabacum] 

303436 

hvj700620190.hl 

BLASTX 

g2708532 

294 

1.0e-26 

86 
63 
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NCBI Description (AF029351) putative RNA binding protein [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303437 

hvj700620225.hl 

BLASTN 

g4336904 

127 

3.0e-65 

228 
97 

Zea mays Ran-related GTP binding protein mRNA, partial cds 
303438 

hvj700620282.hl 

BLASTX 

g2262159 

320 

9.0e-30 

82 

70 

(AC002329) predicted protein similar to S.pombe protein 
C5H10.03 [Arabidopsis thaliana] 

303439 

hvj700620363.hl 

BLASTX 

g2914695 

248 

2.0e-21 

98 
51 

(AC003974) putative ubiquitin specific protease 
[Arabidopsis thaliana] 

303440 

hvj700620407.hl 

BLASTX 

g2760345 

378 

1.0e-36 

90 

23 

(U84 967) ubiquitin [Arabidopsis thaliana] 
303441 

hvj700620440.hl 

BLASTX 

g4185513 

187 

2.0e-19 

75 
68 

(AF102823) actin depolymerizing factor 5 [Arabidopsis 
thaliana] >gi_4185517 (AF102825) actin depolymerizing 
factor 5 [Arabidopsis thaliana] 



Seq. No. 



303442 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



hvj700620496.hl 

BLASTN 

g21892 

91 

1.0e-43 

135 

92 

T.aestivum (clone pTAU1.3) Ul snRNA 
303443 

hvj700620565.hl 

BLASTN 

g22151 

48 

2.0e-18 

100 

87 

Z.iaays (A188) mRNA for alpha-tubulin 
303444 

hvj700620571.hl 
BLASTX 
gl34613 
♦171 
1.0e-12 
39 
90 

SUPEROXIDE DISMUTASE-2 (CD-ZN) >gi_82727_pir_A29077 
superoxide dismutase (EC 1.15.1.1) (Cu-Zn) 2 - maize 
>gi_168620 (M54936) superoxide dismutase 2 [Zea mays] 
>gi_168622 (M15175) SOD2 protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



303445 

hvj700620647.hl 

BLASTN 

gl800214 

45 

1.0e-16 

97 

87 

Sorghum bicolor phytochrome A 



(PHYA) mRNA, complete cds 



303446 

hvj700620775.hl 

BLASTN 

g454880 

61 

9.0e-26 

141 

93 

Rice mRNA for WSI724 protein induced by water stress , 
complete cds 

303447 

hvj700620814.hl 

BLASTN 

g21448 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

4.0e-40 

85 

100 

S. tuberosum gene for U6 small nuclear RNA 
303448 

hvj700620815.hl 

BLASTX 

g4558659 

246 

1.0e-38 

99 

70 

(AC007063) unknown protein [Arabidopsis thaliana] 



Seq. No. 303449 

Seq. ID hvj700620824.hl 

Method BLASTX 

NCBI GI g2114207 

BLAST score 179 

E value 1.0e-21 

Match length 72 

% identity 78 

NCBI Description (D86744) glutaredoxin [Oryza sativa] 



Seq. No. 303450 

Seq. ID hvj700620857.hl 

Method BLASTN 

NCBI GI g4185305 

BLAST score 4 6 

E value 4.0e-17 

Match length 110 

% identity 85 , L , 01 

NCBI Description Zea mays cosmid IV.1E1 22-kDa alpha zem protein 21 

(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303451 

hvj700620921.hl 

BLASTX 

g4587572 

385 

2.0e-37 

100 

71 

(AC006550) Similar to gb_U70015 lysosomal trafficking 
regulator from Mus musculus and contains 2 PFJD0400 WD40, 
G-beta repeats. ESTs gb_T43386 and gb_AA395236 come from 
this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



303452 

hvj700620942.hl 
BLASTX 
g3212863 ' 
257 
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E value 2.0e-22 
Match length 76 
% identity 63 

NCBI Description (AC004005) putative translation initiation factor 
[Arabidopsis thaliana] 



Seq. No. 303453 

Seq. ID hvj700621284.hl 

Method BLASTX 

NCBI GI g4586117 

BLAST score 156 

E value 1.0e-10 

Match length 46 

% identity 65 

NCBI Description (AL049638) putative protein [Arabidopsis thaliana] 

Seq. No. 303454 

Seq. ID hvj700621342.hl 

Method BLASTN 

NCBI GI g499011 

BLAST score 52 

E value 1.0e-20 

Match length 144 

% identity 86 

NCBI Description S.vulgare SoAcl mRNA 

Seq. No. 303455 

Seq. ID hvj700621379.hl 

Method BLASTN 

NCBI GI g22503 

BLAST score 84 

E value 2.0e-39 

Match length 180 

% identity 87 

NCBI Description Zea mays gene for U2 small nuclear RNA (U2snRNA) 

Seq. No. 303456 

Seq. ID hvj700621457.hl 

Method BLASTX 

NCBI GI g3924603 

BLAST score 305 

E value 5.0e-28 

Match length 106 

% identity 57 

NCBI Description (AF069442) putative WD-repeat protein [Arabidopsis 
thaliana] 



Seq. No. 303457 

Seq. ID hvj700621540.hl 

Method BLASTX 

NCBI GI g422248 

BLAST score 200 

E value 3.0e-24 

Match length 64 

% identity 19 

NCBI Description ubiquitin - basidiomycete ( Phanerochaete chrysosporium) 

>gi 395056 emb CAA80851_ (Z24723) ubiquitin [Phanerochaete 
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chrysosporium] 

Seq. No. 303458 

Seq. ID hvj700621603.hl 

Method BLASTX 

NCBI GI gl458245 

BLAST score 180 

E value 3.0e-13 

Match length 96 

% identity 42 

NCBI Description (U64834) coded for by C. elegans cDNA cml7al; coded for by 
C. elegans cDNA cm7gl; coded for by C. elegans cDNA 
CEMSE26F; similar to methyltransf erases [Caenorhabditis 
elegans] 

Seq. No. 303459 

Seq. ID hvj700621622.hl 

Method BLASTX 

NCBI GI g3668118 

BLAST score 283 

E value 2.0e-25 

Match length 77 

% identity 70 

NCBI Description (AJ224078) hypothetical protein [Brassica napus] 

Seq. No. 303460 

Seq. ID hvj700621627 .hi 

Method BLASTX 

NCBI GI g3549652 

BLAST score 304 

E value 7.0e-28 

Match length 64 

% identity 91 

NCBI Description (AJ224982) MAP3K epsilon protein kinase [Arabidopsxs 
thaliana] 

Seq. No. 303461 

Seq. ID hvj700621688.hl 

Method BLASTX 

NCBI GI g3851005 

BLAST score 144 

E value 2.0e-09 

Match length 41 

% identity 71 

NCBI Description (AF069911) pyruvate dehydrogenase El alpha subunit [Zea 
mays] 

Seq. No. 303462 

Seq. ID hvj700621718.hl 

Method BLAST N 

NCBI GI g2645165 

BLAST score 69 

E value 1.0e-30 

Match length 85 

% identity 95 

NCBI Description Oryza sativa mRNA, similar to ribosomal protein 
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Seq. No. 303463 

Seq. ID hvj700621735.hl 

Method BLASTN 

NCBI GI g211907 

BLAST score 72 

E value 2.0e-32 

Match length 88 

% identity 95 

NCBI Description Chicken histone H4 protein gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303464 

hvj700621762.hl 

BLASTX 

g4581132 

204 

4.0e-16 

69 
58 

(AC005825) hypothetical protein [Arabidopsis thaliana] 
303465 

hvj700621766.hl 

BLASTX 

g2459446 

210 

8.0e-17 

70 

51 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303466 

hvj700621795.hl 

BLASTX 

g2130944 

302 

1.0e-39 

111 

79 

(AB004060) sulfate transporter [Arabidopsis thaliana] 
>gi_2262137_gb_AAC78252.1__AAC78252 (AC002330) sulfate 
transporter protein [Arabidopsis thaliana] 



Seq. No. 303467 

Seq. ID hvj700621858.hl 

Method BLASTX 

NCBI GI g4468798 

BLAST score 141 

E value 3.0e-09 

Match length 43 

% identity 67 

NCBI Description (AJ010440) GST7 protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



303468 

hvj700621992.hl 

BLASTN 

g435312 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



74 

1.0e-33 

106 

94 

Z.mays mRNA for beta-D-glucosidase 
303469 

hvj700622028.hl 

BLASTX 

g4567201 

151 

5.0e-10 

61 

52 

(AC007168) putative aspartate aminotransferase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI^ Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



303470 

hvj700622043.hl 

BLASTN 

gl66548 

39 

1.0e-12 

69 
92 

Avena sativa vacuolar H+-ATPase 16 kDa proteolipid subunit 
(vatp-Pl) mRNA, complete cds 

303471 

hvj700622146.hl 

BLASTX 

g3738312 

407 

5.0e-40 

108 

68 

(AC005309) hypothetical protein [Arabidopsis thaliana] 
303472 

hvj700622190.hl 

BLASTX 

g4191784 

431 

8.0e-43 

104 

77 

(AC005917) putative WD-40 repeat protein [Arabidopsis 
thaliana] 

303473 

hvj700622196.hl 

BLASTX 

gll68537 

329 

8.0e-31 

70 

89 
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NCBI Description ASPARTIC PROTEINASE PRECURSOR >gi_82458_pir_JS0732 
aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303474 

hvj700622269.hl 

BLASTN 

g3342032 

60 

3.0e-25 

64 

98 

Elegia sp. Hahn 6994 
complete sequence 



18S small subunit ribosomal RNA gene, 



303475 

hvj700622367.hl 

BLASTX 

g2244960 

141 

9.0e-09 

58 
48 

(Z97340) similarity to copia-like retrotransposon 
[Arabidopsis thaliana] 

303476 

hvj700622379.hl 

BLASTX 

g2335108 

248 

3.0e-25 

82 

61 

(AC002339) putative isulinase [Arabidopsis thaliana] 
303477 

hvj700622424.hl 

BLASTX 

g3935181 

164 

8.0e-15 

60 

67 

(AC004557) F17L21.24 [Arabidopsis thaliana] 
303478 

hvj700622461.hl 

BLASTX 

g3367520 

231 

2.0e-19 

74 

62 

(AC004392) Similar to protein kinase APK1A, 
tyrosine-serine-threonine kinase gb_D12522 from A. 



42891 



thaliana. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



303479 

hvj700622483.hl 

BLASTX 

g4455315 

166 

1.0e-ll 

69 

49 

(AL035528) RNA-binding protein like [Arabidopsis thaliana] 
303480 

hvj700622512.hl 

BLASTN 

g2764801 

230 

1.0e-126 

241 
99 



NCBI Description Z.mays yptm3 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303481 

hvj700622957.hl 
BLASTX 
g!332579 
293 

3.0e-46 
99 
10 

(X98063) polyubiquitin [Pinus sylvestris] 
303482 

hvj700622978.hl 
BLASTN 
g2258468 
36 

4.0e-ll 

52 
92 

Oryza sativa replication protein Al (Os-RPAl) mRNA, 
complete cds 

303483 

hvj700623103.hl 
BLASTX 
g464707 
258 

1.0e-22 
82 
57 

40S RIBOSOMAL PROTEIN S18 >gi_480908__pir_ 
protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_434343_emb_CAA82273__ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA82274_ (Z28702) S18 ribosomal protein 



S37496 ribosomal 



42892 



[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4538910_emb_CAB39647.1_ (AL04 9482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303484 

hvj700623167.hl 

BLASTN 

g3164071 

45 

3.0e-16 

53 
96 

Human DNA 
ESTs STS, 



sequence from PAC 389A20 on chromosome X contains 
CpG islands and polymorphic CA repeat 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303485 

hvj700623210.hl 

BLASTN 

g21449 

84 

2.0e-39 

84 

100 

S. tuberosum DNA for 



U6 small nuclear RNA promoter region 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303486 

hvj700623226.hl 

BLASTN 

g22348 

134 

2.0e-69 

134 

100 

Z.mays mRNA for 



iojap protein 



Seq. No. 303487 

Seq. ID hvj700623317.hl 

Method BLASTX 

NCBI GI g4581164 

BLAST score 279 

E value 6.0e-25 

Match length 104 

% identity 51 

NCBI Description (AC006220) putative polyprotein [Arabidopsis thaliana] 

Seq. No. 303488 

Seq. ID hvj700623359.hl 

Method BLASTN 

NCBI GI g2 92 1303 

BLAST score 188 

E value 1.0e-101 



42893 



Match length 

% identity 

NCBI Description 



203 
99 

Zea mays herbicide safener binding protein 
complete cds 



(SBP1) mRNA, 



Seq. No. 


303489 


Seq. ID 


hvj700623480.hl 


Method 


BLASTX 


NCBI GI 


gl531541 


BLAST score 


163 


E value 


1.0e-ll 


Match length 


31 


% identity 


100 


NCBI Description 


(D83391) uroporphyrinogen III 


Seq. No. 


303490 


Seq. ID 


hvj700623534.hl 


Method 


BLASTN 


NCBI GI 


g5016094 


BLAST score 


124 


E value 


2.0e-63 . 


Match length 


168 


% identity 


'95 


NCBI Description 


Zea mays lysine-ketoglutarate 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



303491 

hvj700623560.hl 

BLASTX 

gll8104 

359 

4.0e-38 

101 

78 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_j>ir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi__168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

303492 

hvj700623569.hl 

BLASTN 

g440170 

76 

1.0e-34 
309 
97 

Z.mays (C6000237) 
303493 

hvj700623579.hl 
BLASTX 
g3334323 
147 

1.0e-09 
34 



trpA gene 



42894 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



82 

GTP-BINDING PROTEIN SAR1A >gi__1314860 (U56929) Sari homolog 
[Arabidopsis thalianaj >gi_2104532_gb_AAC78700 . 1_ 
(AF001308) SARl/GTP-binding secretory factor [Arabidopsxs 
thaliana] >gi_2104550 (AF001535) AGAA.4 [Arabidopsis 
thaliana] 

303494 

hvj700623693.hl 

BLASTX 

g3885492 

163 

8.0e-12 

59 

47 

(AF063865) tapetum specific protein [Zea mays] 
303495 

hvj700623741.hl 

BLASTX 

g626042 

152 

4.0e-10 

28 
100 

beta-glucosidase, root meristem (EC 3.2.1.-) precursor - 
maize >gi_435313_emb_CAA52293_ (X74217) beta-glucosidase 
[Zea mays] 

303496 

hvj700623780.hl 

BLASTX 

g3004547 

320 

5.0e-30 
83 

(AC003673) unknown protein [Arabidopsis thaliana] ^ 
>gi 4185150 (AC005724) unknown protein [Arabidopsis 
thaliana] 

303497 

hvj700623891.hl 

BLASTX 

g!370603 

477 

3.0e-48 

95 

98 

(X98245) annexin p35 [Zea mays] 
303498 

hvj700623968.hl 

BLASTN 

g217961 

109 

1.0e-54 



42895 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



185 
90 

Corn cystatin I 



mRNA, complete cds 



Seq. No. 
Seq. ID 



303499 

hvj700624004.hl 

BLASTN 

gl235581 

39 

7.0e-13 

67 

90 

P. sativum mRNA for elongation factor 1-alpha 
303500 

hvj700624118.hl 

BLASTN 

g313026 

37 

1.0e-ll 

73 

88 

L.esculentum rpl38 mRNA for ribosomal protein L38 
303501 

hvj700624129.hl 

BLASTX 

gl430907 

146 

8.0e-10 

44 

61 

(Z49144) multidrug resistance-associated protein 2 
[Oryctolagus cuniculus] 

303502 

hvj700624150.hl 

BLASTX 

g3789948 

157 

4.0e-ll 

32 
94 

(AF094773) translation initiation factor 5A [Oryza sativa] 
303503 

hvj700624312.hl 

BLASTX 

gl546692 

172 

2.0e-12 

58 
50 

(X98805) peroxidase ATP19a [Arabidopsis thaliana] 
303504 

hvj700624314.hl 



42896 




BLASTX 
gll81673 
169 

5.0e-21 
80 

76 . 
(U41652) heat shock protein cognate 70 [Sorghum bicolor] 

Seq. No. 303505 

Seq. ID hvj700624345.hl 

Method BLASTX 

NCBI GI g606815 

BLAST score 273 

E value 2.0e-24 

Match length 80 

% identity 22 

NCBI Description (U08403) carbonic anhydrase [Zea mays] 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 303506 

Seq. ID hvj700624369.hl 

Method BLASTX 

NCBI GI g2828297 

BLAST score 141 

E value 4.0e-12 

Match length 106 

% identity 37 

NCBI Description (AL021687) putative protein [Arabidopsis thaliana] 

Seq. No. 303507 

Seq. ID hvj700624425.hl 

Method BLASTN 

NCBI GI g2199565 

BLAST score 70 

E value 2.0e-31 

Match length 124 

% identity 97 . 

NCBI Description Zea mays cytochrome P-450 (CYP71C1) mRNA, partial cds 

Seq. No. 303508 

Seq. ID hvj700624460.hl 

Method BLASTX 

NCBI GI g4249391 

BLAST score 158 

E value 9.0e-ll 

Match length 40 

% identity 70 

NCBI Description (AC005966) Similar to gi_3249076 T13D8.16 beta glucosidase 
from Arabidopsis thaliana BAC gb_AC004473. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



303509 

hvj700624545.hl 

BLASTX 

gl00654 

213 

3.0e-17 

51 



42897 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

alpha-amylase (EC 3.2.1.1) precursor (clone pOS103) - rice 
>gi_JL69753 (M24286) alpha-amylase (EC 3.2.1.1) [Oryza 
sativa] 

303510 

hvj700624582.hl 

BLASTN 

g3327233 

62 

2.0e-26 

62 

100 

Homo sapiens mRNA for KIAA0710 protein, complete cds 
303511 

hvj700624667.hl 

BLASTX 

gll73237 

154 

2-0e-10 

32 
100 

40S RIBOSOMAL PROTEIN S28 >gi_629860_pir S49035 ribosomal 

protein S28 - maize >gi_557682_emb__CAA57 636_ (X82124) small 
subunit ribosomal protein S28 [Zea mays] 

303512 

jfc700968540.hl 

BLASTX 

g3786005 

148 

6.0e-10 

37 
78 

(AC005499) putative phosphoethanolamine 
cytidylyltransferase [Arabidopsis thaliana] 

303513 

jfc700968649.hl 

BLASTN 

gll77368 

92 

2.0e-44 

92 
100 

2. mays mRNA for ribosomal protein L39 
303514 

kem700610701.hl 

BLASTN 

g22155 

154 

2.0e-81 

210 
95 

2. mays mRNA for alpha-tubulin 



42898 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303515 

kem700610759.hl 

BLASTX 

gl22022 

173 

2.0e-14 

71 

73 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 

303516 

kem700610814.hl 

BLASTX 

g480602 

178 

2.0e-13 
48 

71 ... 
polyadenylate-binding protein - fern (Anemia phyllitidis) 
>gi_398327_emb_CAA81127_ (Z26042) poly (A) -mRNA binding 
protein [Anemia phyllitidis] 

303517 

kem700610838.hl 

BLASTN 

g2832242 

45 

3.0e-16 

100 
87 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
303518 

kem700610956.hl 

BLASTX 

g3319356 

200 

6.0e-16 

81 
49 

(AF077407) contains similarity glycosyl hydrolases 
[Arabidopsis thaliana] 

303519 

kem700611032.hl 

BLASTN 

g4416300 

223 

1.0e-122 

267 

96 

Zea mays chromosome 4 22 kDa zein-associated xntercluster 
region, complete sequence 



42899 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



303520 

kem700611082.hl 

BLASTX 

g4097880 

440 

5.0e-44 

89 

94 

(U7D866) polyprotein [Bean pod mottle virus] 
303521 

kem700611113.hl 

BLASTX 

g3980417 

171 

1.0e-12 

39 ^ 
85 

(AC004561) pumilio-like protein [Arabidopsis thalxana] 
303522 

kem700611165.hl 

BLASTX 

g4539660 

257 

1.0e-22 

88 

56 

(AF061282) polyprotein [Sorghum bicolor] 
303523 

kem700611167.hl 

BLASTX 

g2494151 

146 

4.0e-12 

72 
49 

DNAJ PROTEIN >gi_2119734_pir JC4739 chaperonm dnaJ - 

Bacillus stearothermophilus >gi_1568475_emb_CAA62240_ 
(X90709) dnaJ [Bacillus stearothermophilus] 

303524 

kem700611222.hl 

BLASTN 

g22484 

45 

2.0e-16 

88 

90 

Z.mays RNA for superoxide dismutase Sod4A 
303525 

kem700611291.hl 

BLASTX 

g3550982 

234 



42900 






E value 


6.0e-20 




Match length 


54 




% identity 


81 




NCBI Description 


(ABQ10690) mutM homologue-1 [Arabidopsis thaliana] 




Seq. No. 


303526 




Seq. ID 


kem700611386.hl 




Method 


BLASTX 










BLAST score 


228 




E value 


3.0e-19 




Match length 


55 




% identity 


85 




NCBI Description 


(Y10821) plastidic ATP/ADP-transporter [Solanum tuberosum] 




Seq. No. 


303527 




Seq. ID 


kem700611434.hl 




Method 


BLASTX 










BLAST score 


139 




E value 


1.0e-08 




Match length 


40 


fn 


% identity 


75 


IS . 


NCBI Description 


(Z97341) hypothetical protein [Arabidopsis thaliana] 


o 


Seq. No. 


303528 




Seq. ID 


kem700611442.hl 




Method 


BLASTX 










BLAST score 


192 




E value 


5.0e-15 




Match length 


86 




% identity 


57 




NCBI Description 


(AC006200) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 


303529 




Seq. ID 


kem700611508.hl 




Method 


BLASTX 




NPRT (IT 






BLAST score 


341 




E value 


2.0e-32 




Match length 


92 




% identity 


65 




NCBI Description 


(AF061282) polyprotein [Sorghum bicolor] 




Seq. No. 


303530 




Seq. ID 


kem700611548.hl 




Method 


BLASTX 




NCBI GI 


g3123270 




BLAST score 


170 




E value 


1.0e-15 




Match length 


62 




% identity 


79 




NCBI Description 


40S RIBOSOMAL PROTEIN S4 (SCAR PROTEIN SS620) 



>gi_2463335_emb_CAA75242_ (Y15009) ribosomal protein S4 
[Oryza sativa] 



42901 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303531 

kem700611563.hl 

BLASTX 

gl495251 

173 

1.0e-12 

46 

67 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
303532 

kem700611572.hl 

BLASTX 

g4337040 

311 

7.0e-29 
61 
90 

(AF124159 
thaliana] 



molybdopterin synthase sulphurylase [Arabidopsis 
>gi_4337042_gb_AAD18051_ (AF124160) molybdopterin 



synthase sulphurylase [Arabidopsis thaliana] 
303533 

kem700611679.hl 

BLASTN 

gl68500 

93 

4.0e-45 

168 

89 

Maize (Zea mays) histone H4 gene (H4C14), complete cds 
303534 

kem700611874.hl 

BLASTX 

g3875246 

148 

8.0e-10 
58 

45 , 
(Z81490) similar to WD domain, G-beta repeats (2 domaxns) ; 
cDNA EST EMBL:T00482 comes from this gene; cDNA EST 
EMBL:T00923 comes from this gene; cDNA EST yk449d4.3 comes 
from this gene; cDNA EST yk449d4.5 comes from this gene; 



Seq. No. 303535 

Seq. ID kem700611879.hl 

Method BLASTN 

NCBI GI gl68500 

BLAST score 72 

E value 2.0e-32 

Match length 168 

% identity 87 

NCBI Description Maize {Zea mays) histone H4 gene (H4C14), complete 

Seq. No. 303536 

Seq. ID kem700611908.hl 



42902 



BLASTX 
g3122671 
210 

5.0e-17 

58 
66 

HYPOTHETICAL RAE1-LIKE PROTEIN >gi_2129676_pir S71241 

probable export protein - Arabidopsis thaliana >gi__1297188 
(U53501) Theoretical protein with similarity to Swiss-Prot 
Accession Number P41838 poly A+ RNA export protein 
[Arabidopsis thaliana] 

Seq. No. 303537 

Seq. ID kem700611910.hl 

Method BLASTN 

NCBI GI gll67857 

BLAST score 33 

E value 3.0e-09 

Match length 77 

% identity 86 

NCBI Description S.cereale cv. Petkus "Halo" encoding cpn60 
303538 

kem700611937.hl 
BLASTN 
g3885883 
34 

9.0e-10 
46 
93 

Oryza sativa 60S ribosomal protein L21 (RPL21) mRNA, 
complete cds 

Seq. No. 303539 

Seq. ID kem700611939.hl 

Method BLASTX 

NCBI GI g4589961 

BLAST score 329 

E value 5.0e-31 

Match length 88 

% identity 73 

NCBI Description (AC007169) unknown protein [Arabidopsis thaliana] 

Seq. No. 303540 

Seq. ID kem700611972.hl 

Method BLASTX 

NCBI GI g!297350 

BLAST score 173 

E value 1.0e-12 

Match length 83 

% identity 42 

NCBI Description (U53668) unknown [Saccharomyces cerevisiae] 

Seq. No. 303541 

Seq. ID kem700612001.hl 

Method BLASTX 

NCBI GI g3402673 



Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42903 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



317 

1.0e-29 

90 
68 

(AC004697) unknown protein [Arabidopsis thaliana] 
303542 

kem700612012.hl 

BLASTX 

g730166 

297 

3.0e-27 

86 

65 

NUCLEOLAR PROTEIN NOP2 >gi_1078161_pir A55188 nucleolar 

protein NOP2 - yeast (Saccharomyces cerevisiae) 
>gi_576442_emb_CAA57979_ (X82656) Nop2p [Saccharomyces 
cerevisiae] >gi_1098483 (U12141) Ynl2428p [Saccharomyces 
cerevisiae] >gi_1301934_emb_CAA95934_ (271337) ORF YNL061w 

[Saccharomyces cerevisiae] >gi_1093321_prf 2103264A 

nuclear protein [Saccharomyces cerevisiae] 



303543 

kem700612046.hl 

BLASTN 

g!617472 

101 

8.0e-50 

189 

88 

Z.diploperennis DNA for Grandel- 



■6 retrotransposon 



303544 

kem700612065.hl 

BLASTX 

g3893081 

338 

5.0e-32 

89 

64 

(AJ012747) MLH1 protein [Arabidopsis thaliana] 
303545 

kem700612074.hl 

BLASTX 

g4091117 

226 

4.0e-19 

84 
56 

(AF047428) nucleic acid binding protein [Oryza sativa] 
303546 

kem700612104.hl 

BLASTN 

gl244652 

53 



42904 



4.0e-21 
242 

Zea mays copia-type retroelement PREM-2 gag gene, complete 
cds 

Seq. No. 303547 

Seq. ID kem700612118.hl . 

Method BLASTX 

NCBI GI g4512613 

BLAST score 203 

E value 3.0e-16 

Match length 60 

% identity 68 

NCBI Description (AC004793) F28K20.12 [Arabidopsis thaliana] 

Seq. No. 303548 

Seq. ID kem700612126.hl 

Method BLASTN 

NCBI GI g343223 

BLAST score 44 

E value 1.0e-15 

Match length 44 

% identity 100 

NCBI Description Oryza sativa mitochondrial nad3 gene and rps!2 gene, 
complete cds 

Seq. No. 303549 

Seq. ID kem700612141.hl 

Method BLASTX 

NCBI GI gl652164 

BLAST score 221 

E value 2.0e-18 

Match length 73 

% identity 60 t 

NCBI Description (D90903) hypothetical protein [Synechocystis sp.] 

Seq. No. 303550 

Seq. ID kem700612163.hl 

Method BLASTX 

NCBI GI g3335347 

BLAST score 417 

E value 3.0e-41 

Match length 90 

% identity 78 . 

NCBI Description (AC004512) Contains similarity to ARI, RING finger protein 
gb X98309 from Drosophila melanogaster . ESTs gb_T44383, 
gb~W43120, gb_N65868, gb_H36013, gb_AA042241, gb_T76869 and 
gb_AA042359 come from this gene. [Arabidopsis thaliana] 

Seq. No. 303551 

Seq. ID kem700612172.hl 

Method BLASTX 

NCBI GI g3287691 

BLAST score 225 

E value 8.0e-19 

Match length 77 



E value 
Match length 
% identity 
NCBI Description 



42905 



% identity 56 , 

NCBI Description (AC003979) Contains similarity to RING zinc finger protein 
gb_X95455 from Gallus gallus. [Arabidopsis thaliana] 

Seq. No. 303552 

Seq. ID kem700612186.hl 

Method BLASTX 

NCBI GI g4587519 

BLAST score 139 

E value 1.0e-08 

Match length 36 

% identity 75 t . _ _ n 

NCBI Description (AC007060) Strong similarity to F19I3.7 gi_3033380 putativ 
coatomer epsilon subunit from Arabidopsis thaliana BAC 
gb AC004238. ESTs gb_Z17908, gb_AA728 673, gb_N96555, 
gb H7 6335, gb_AA712463, gb_W43247, gb__T45611 / g 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303553 

kem700612202.hl 

BLASTX 

g2339980 

193 

5.0e-15 

66 
55 

(Y11337) RGA2 protein [Arabidopsis thaliana] 
303554 

kem700612270.hl 

BLASTX 

g4557060 

307 

2.0e-28 

84 

70 

(AC007154) putative chromosome- associated polypeptide, 5' 
partial [Arabidopsis thaliana] 

303555 

kem700612291.hl 

BLASTX 

g2326343 

267 

8.0e-24 

74 

69 

(Y11187) G14587-5 [Arabidopsis thaliana] 
>gi_2326350_emb_CAA72042_ (Y11155) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 303556 

Seq. ID kyv700142482.hl 

Method BLASTX 

NCBI GI g4115377 

BLAST score 271 

E value 2.0e-24 

Match length 77 



42906 



% identity 66 

NCBI Description (ACG05967) unknown protein [Arabidopsis thaliana] 

Seq. No. 303557 

Seq. ID kyv700142483.hl 

Method BLASTX 

NCBI GI gll70092 

BLAST score 280 

E value 2.0e-25 

Match length 72 



% identity /y 

NCBI Description GLUTATHIONE S-TRANSFERASE IV (GST-IV) (GST-27) (CLASS PHI) 

>gi 1076807_pir S52037 glutathione transferase (EC 

2.5,1.18) 27K chain - maize >gi_529015 (U12679) glutathione 
S-transferase IV [Zea mays] >gi_695789_emb_CAA56047_ 
(X79515) glutathione transferase [Zea mays] 

>gi_l 09486 6_pr f 2 106424A glut at hi one 

S-transferase :ISOTYPE=IV [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303558 

kyv700142485.hl 

BLASTX 

g2190007 

165 

6.0e-12 

76 

41 

(AB004109) phosphatidylserine synthase II [Cricetulus 
griseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303559 

kyv700142501.hl 

BLASTN 

g22251 

110 

3.0e-55 

126 

97 

Z.mays mRNA that delineates a novel subset of cortical 
cells 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303560 

kyv700142532.hl 

BLASTX 

g4490751 

165 

7.0e-12 

78 

47 

(AL035708) prolif erating-cell nucleolar antigen-like 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



303561 

kyv700142572.hl 

BLASTX 

g485518 

377 



42907 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-37 

76 

100 

ubiquitin / ribosomal protein CEP52 - rice 
>gi_303857_dbj_BAA02154_ (D12629) ubiquitin /ribosomal 
polyprotein [Oryza sativa] 

303562 

lhp700053328.rl 

BLASTN 

g22294 

63 

2.0e-27 

102 
100 

Maize Gpal gene for glyceraldehyde-3-phosphate 
dehydrogenase subunit A >giJ.6847 8_gb_M1897 6_MZEG3PD Zea 
mays chloroplast glyceraldehyde-3-phosphate dehydrogenase 
gene, complete cds, clone lambda-gapAl 

303563 

lhp700053337.rl 

BLASTX 

g3914465 

163 

2.0e-25 

66 

98 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_2981207 (AF052076) photosystem I complex PsaH subunit 
precursor [Zea mays] 



Seq. No. 


303564 


Seq. ID 


lhp700053339.rl 


Method 


BLASTX 


NCBI GI 


g4490304 


BLAST score 


341 


E value 


2.0e-32 


Match length 


85 


% identity 


74 


NCBI Description 


(AL035678) putative 


Seq. No. 


303565 


Seq. ID 


lhp700053345.rl 


Method 


BLASTN 


NCBI GI * 


gl68470 


BLAST score 


239 


E value 


1.0e-132 


Match length 


278 


% identity 


97 


NCBI Description 


Maize ferredoxin I 


Seq. No. 


303566 


Seq. ID 


lhp700053364.rl 


Method 


BLASTX 


NCBI GI 


g2129552 



(Fd) isoprotein mRNA, pFDl T 



42908 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



353 

9.0e-34 

94 

69 

calcium-dependent protein kinase 19 
(fragment) 



- Arabidopsis thaliana 



Seq. No. 


303567 


Seq. ID 


lhp/00053427 . rl 


Method 


BLASTX 


NCBI GI 


g479356 


BLAST score 


295 


E value 


5.0e-27 


Match length 


88 


% identity 


71 


NCBI Description 


protein kinase PK1 


Seq. No. 


303568 


Seq. ID 


lhp700053432.rl 


Method 


BLASTX 


NCBI GI 


gl899025 


BLAST score 


229 


E value 


3.0e~19 


Match length 


73 


% identity 


60 


NCBI Description 


(U28215) hexokinase 




(AC005169) hexokina; 


Seq. No. 


303569 


Seq. ID 


lhp700053452.rl 


Method 


BLASTX 


NCBI GI 


g3789952 


BLAST score 


142 


E value 


3.0e-ll 


Match length 


58 


% identity 


74 



(EC 2.7.1.-), receptor-like - maize 



2 [Arabidopsis thaliana] >gi_3687232 



NCBI Description 



(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303570 

ltv700479522.hl 

BLASTX 

g4218126 

179 

2.0e-13 

94 

40 

(AL035353) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



303571 

ltv700479543.hl 

BLASTX 

g419803 

236 

5.0e-20 

86 

53 



42909 



NCBI Description 



zein protein - maize >gi_168705 (M72708) zein protein [Zea 
mays] 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303572 

ltv700479650.hl 

BLASTX 

gl710077 

392 

2.0e-38 

79 

90 

PEROXIREDOXIN (REHYDRIN HOMOLOG) (B15C) 

>gi_2130029_pir S60285 B15C protein - barley 

>gi_4 7 132 l_emb_CAA540 66_ (X76605) HvBISC [Hordeum vulgare] 
>gi_1694833_emb_CAA65387_ (X96551) peroxiredoxin [Hordeum 
vulgare] 



Seq. No. 


303573 


Seq. ID 


_ltv700479659.nl 


Method 


BLASTX 


NCBI GI 


g515377 


BLAST score 


244 


E value 


5.0e-21 


Match length 


50 


% identity 


100 


NCBI Description 


(X79715) histone H4 [Lol: 


Seq. No. 


303574 


Seq. ID 


ltv700479671.hl 


Method 


BLASTN 


NCBI GI 


g687244 


BLAST score 


253 


E value 


1.0e-140 


Match length 


264 


% identity 


99 


NCBI Description 


Zea mays oil body protei] 




complete, cds 


Seq. No. 


303575 


Seq. ID 


mwy700438105.hl 


Method 


BLASTX 


NCBI GI 


g2911067 


BLAST score 


387 


E value 


8.0e-38 


Match length 


86 


% identity 


86 



[Lolium temulentum] 



NCBI Description 



(AL021960) 
thaliana] 



UV-daraaged DNA-binding protein-like [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



303576 

rnwy700438134.nl 

BLASTX 

g82080 

223 

1.0e-18 

68 

66 



42910 




NCBI Description chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 





Seq. No. 


303577 




Seq. ID 


mwy700438151.hl 




Method 


BLASTX 




NCBI GI 


g2668742 




BLAST score 


285 




E value 


7.0e-26 




Match length 


61 




% identity 


92 




NCBI Description 


(AF034945) glycine-rich RNA binding protein [Zea mays] 




Seq. No. 


303578 




Seq. ID 


mwy700438161.hl 




Method 


BLASTN 




NCBI GI 


g218227 




BLAST score 


34 




E value 


9-0e-10 


IS 


Match length 


54 


rL s 


% identity 


91 


%M 


NCBI Description 


Rice mRNA for ras-related GTP binding protein, complete cds 


fi 


Seq. No. 


303579 




Seq. ID 


mwy700438163.hl 




Method 


BLASTN 


y s 


NCBI GI 


g397395 


•HI 


BLAST score 


130 


Mi 


E value 


5.0e-67 




Match length 


130 




% identity 


100 




NCBI Description 


Z.mays MNBlb mRNA for DNA-binding protein 






JU J JUu 




Seq. ID 


mwy700438271.hl 




Method 


BLASTN 




NCBI GI 


g!244652 




BLAST score 


46 




E value 


4.0e-17 




Match length 


46 




% identity 


50 




NCBI Description 


Zea mays copia-type retroelement PREM-2 gag gene, complete 






cds 




Seq. No. 


303581 




Seq. ID 


mwy700438282.hl 




Method 


BLASTN 




NCBI GI 


gl498381 




BLAST score 


86 




E value 


5.0e-41 




Match length 


153 




% identity 


93 




NCBI Description 


Zea mays actin (Maz95) gene, partial cds 




Seq. No. 


303582 




Seq. ID 


mwy700438314.hl 



42911 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3264604 

87 

2.0e-41 

134 
91 

Zea mays ribosomal protein L25 mRNA, partial cds 
303583 

mwy700438361.hl 

BLASTX 

g3328450 

141 

7.0e-12 

53 

64 

(AE001280) hypothetical protein [Chlamydia trachomatis] 
303584 

mwy700438435.hl 

BLASTX 

gl710807 

250 

8.0e-22 

83 

65 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) >gi_1185390 
(U21105) alphacpn60 [Pisum sativum] 



(60 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



303585 

mwy700438448.hl 

BLASTX 

g3152568 

164 

9.0e-12 

82 
45 

(AC002986) Similar to hypothetical protein product 
gb_Z97337 from A. thaliana. EST gb_H76597 comes from this 
gene. [Arabidopsis thaliana] 

303586 

mwy700438534.hl 

BLASTX 

gl084481 

365 

3.0e-35 

73 

97 

heat shock protein 70 - Maize 
303587 

mwy700438548.hl 

BLASTX 

g546088 

270 



42912 



E value 


2.0e-24 


Match length 


57 


% identity 


91 


NCBI Description 


(oDyZ/i} Cy LOp-LaSItllC anLipiOLclIlaoc^ k^riir op JS.U.O. 


intracellular serine proteinase inhibitor [human, placenta 




Peptide, o/b aaj [nomo sapiens j 


Seq. No. 


^ a "i r ri a 

303588 


Seq. ID 


mwy7004ioozo . nl 


Method 


BLASTX 


NCBI GI 


gl084481 


BLAST score 


382 


E value 


3.0e-37 


Match length 


73 


% identity 


100 


NCBI Description 


heat shock protein 70 - Maize 


Seq. No. 


303589 


Seq. ID 


mwy70U4ooo /z.nl 


Method 


BLASTX 


NCBI GI 


g3201627 


BLAST score 


203 


E value 


3.0e-16 


Match length 


43 


% identity 


86 


NCBI Description 


(AC004669) putative SWH1 protein [Araoiaopsis tnaiianaj 


Seq. No. 


303590 


Seq. ID 


mwy700438877 .hi 


Method 


BLASTX 


NCBI GI 


g3047085 


BLAST score 


150 


E value 


3.0e-17 


Match length 


79 


% identity 


63 


NCBI Description 


(AF058914) No definition line round j.Aratnaopsis rnananaj 


Seq. No. 


303591 


Seq. ID 


Trtrt ji Toon/" t_ -i 

mwy700438896 .hi 


Method 


BLASTX 


NCBI GI 


g4314390 


BLAST score 


172 


E value 


1.0e-12 


Match length 


87 


% identity 


45 


NCBI Description 


(AC006232) putative calcium binding protein [Arabidopsis 




thaliana] 


Seq. No. 


303592 


Seq. ID 


mwy700438932 .hi 


Method 


BLASTN 


NCBI GI 


g450 / olu 


BLAST score 


57 


E value 


7.0e-24 


Match length 


73 


% identity 


95 


NCBI Description 


Homo sapiens suppressor of Ty (S.cerevisiae) 4 homolog 1 



42913 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(SUPT4H1) mRNA >gi_1297309__gb_U43923_HSU43923 Human 
transcription factor SUPT4H mRNA, complete cds 

303593 

mwy700438986.hl 

BLASTX 

g3128199 

165 

5-0e-12 

42 
74 

(AC004521) putative proteinase [Arabidopsis thaliana] 
303594 

mwy700439012.hl 

BLASTX 

g4006893 

202 

2.0e-17 

75 

68 

(Z99708) aminopeptidase-like protein [Arabidopsis thaliana] 
303595 

mwy700439035.hl 

BLASTN 

gl78522 

191 

1.0e-103 

258 

95 

Human S-adenosylmethionine decarboxylase (AMD1) gene, exons 
5-9 



Seq. No. 


303596 


Seq. ID 


mwy700439053.hl 


Method 


BLASTX 


NCBI GI 


g2088658 


BLAST score 


292 


E value 


1.0e-26 


Match length 


76 


% identity 


84 


NCBI Description 


(AF002109) unkn< 


Seq. No. 


303597 


Seq. ID 


mwy700439054.hl 


Method 


BLASTX 


NCBI GI 


gl362008 


BLAST score 


393 


E value 


1.0e-38 


Match length 


86 


% identity 


20 


NCBI Description 


ubiquitin-like ] 


Seq. No. 


303598 


Seq. ID 


mwy700439116.hl 


Method 


BLASTN 



- Arabidopsis thaliana 



42914 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match 1 
% ident 
NCBI De 



ength 
ity 

scription 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3882170 
149 

1.0e-78 

157 

99 

Homo sapiens mRNA for KIAA0725 protein, partial cds 
303599 

mwy700439118.hl 

BLASTX 

g4558549 

233 

8.0e-31 

87 
77 

(AC007138) putative SecA-type chloroplast protein transport 
factor [Arabidopsis thaliana] 

303600 

mwy700439136.hl 

BLASTX 

g2494892 

383 

2.0e-37 

86 

87 

HISTONE ACETYLTRANSFERASE TYPE B SUBUNIT 2 { RETINOBLASTOMA 
BINDING PROTEIN P4 6) (RETINOBLASTOMA- BINDING PROTEIN 7) 

>gi__2137733_pir 14 9367 retinoblastoma-binding protein 

mRbAp46 - mouse >gi_1016277 (U35142) retinoblastoma-binding 

protein mRbAp46 [Mus musculus] >gi_1585 657_prf 2201425B 

retinoblastoma-binding protein [Mus musculus] 

303601 

mwy700439146.hl 

BLASTN 

g4038570 

49 

3.0e-19 

73 

92 

Human DNA sequence from clone 51J12 on chromosome 6q26-27. 
Contains the 3 T part of the alternatively spliced gene for 
the human orthologs of mouse QKI-7 and QKI-7B (KH Domain 
RNA Binding proteins) and zebrafish ZKQ-1 (Qu 

303602 

mwy700439155.hl 

BLASTX 

g2833282 

268 

1.0e-33 

85 

90 

DEOXYGUANOSINE KINASE PRECURSOR (DGUOK) >gi_1477482 
(U41668) deoxyguanosine kinase [Homo sapiens] 



42915 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303603 

mwy700439213.hl 

BLASTN 

gl869775 

129 

2.0e-66 

161 

95 

Human DNA sequence from cosmid 313D11 from a contig on the 
short arm of chromosome 16. Contains ESTs, STS and CpG 
islands 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303604 

mwy700439254.hl 

BLASTN 

g2981206 

220 

1.0e-121 

235 
99 

Zea mays photosystem I complex PsaH subunit precursor 
(psaH) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 

303605 

mwy700439262.hl 

BLASTN 

g4504160 

196 

1.0e-106 

267 
94 

Homo sapiens G-rich RNA sequence binding factor 1 (GRSF1) 
mRNA >gi_517195_gb_U07231_HSU07231 Homo sapiens G-rich 
sequence factor-1 (GRSF-1) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303606 

mwy700439289.hl 

BLASTN 

g4500264 

240 

1.0e-132 

268 

98 

Homo sapiens mRNA; cDNA DKFZp58 6L012 
DKFZp58 6L012) 



[from clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303607 

mwy700439372.hl 

BLASTX 

gll9143 

294 

2.0e-28 

74 

87 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_81606_pir S06724 translation elongation factor eEF-1 



42916 



alpha chain - Arabidopsis thaliana >gi__295788_emb_CAA344 53 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi__1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34 455__ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 


303608 


Seq. ID 


mwy700439379.hl 


Method 


BLASTX 


NCBI GI 


g2924776 


BLAST score 


349 


E value 


2.0e-33 


Match length 


86 


% identity 


77 


NCBI Description 


(AC002334) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


303609 


Seq. ID 


mwy700439449.hl 


Method 


BLASTN 


NCBI GI 


gl491773 


BLAST score 


75 


E value 


2.0e-34 


Match length 


181 


% identity 


91 


NCBI Description 


Z.mays mRNA for cysteine proteinase, Seel 


Seq. No. 


303610 


Seq. ID 


mwy700439569.hl 


Method 


BLASTX 


NCBI GI 


g4006921 


BLAST score 


380 


E value 


6.0e-37 


Match length 


89 


% identity 


79 


NCBI Description 


(Z99708) putative protein [Arabidopsis thaliana] 


Seq. No. 


303611 


Seq. ID 


mwy700439643.hl 


Method 


BLASTX 


NCBI GI 


g66009 


BLAST score 


314 


E value 


3.0e-29 


Match length 


69 


% identity 


90 


NCBI Description 


glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) 




cytosolic - maize >gi 22238 emb_CAA30151_ (X07156) GAD 




(AA 1-337) [Zea mays] 


Seq. No. 


303612 


Seq. ID 


mwy700439729.hl 


Method 


BLASTN 


NCBI GI 


g4508152 


BLAST score 


120 


E value 


2.0e-61 
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# 



Match length 120 
% identity 100 

NCBI Description Homo sapiens clone DJ0568B10, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303613 

mwy700439733.hl 

BLASTN 

g496977 

94 

5.0e-46 

98 

99 

Human a6(IV) collagen 



(COL4A6) mRNA, complete cds 



303614 

mwy700439791.hl 

BLASTX 

g4504023 

363 

5.0e-35 

83 
8 6 

glycine receptor, beta >gi_134 6173_sp_P48167_GRB_HUMAN 
GLYCINE RECEPTOR BETA CHAIN PRECURSOR >gi_992687 (U33267) 
glycine receptor beta subunit [Homo sapiens] >gi_3834 635 
(AF094754) glycine receptor beta subunit precursor [Homo 
sapiens] >gi_3834 637 (AF094755) glycine receptor beta 

subunit precursor [Homo sapiens] >gi_1589657_prf 2211391A 

Gly receptor :SUBUNIT=beta [Homo sapiens] 

303615 

mwy700439833.hl 

BLASTX 

g2833482 

296 

2.0e-27 

67 

84 

HYPOTHETICAL PROTEIN HI0895 >gi_1073812_pir H64100 

acriflavine resistance protein (acrB) homolog - Haemophilus 
influenzae (strain Rd KW20) >gi_1573914 (U32771) 
acriflavine resistance protein (acrB) [Haemophilus 
influenzae Rd] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



303616 

mwy700439836.hl 

BLASTX 

g825671 

322 

3.0e-30 

86 

77 

(X16934) B23 nucleophosmin (280 AA) 
303617 

mwy700439837.hl 
BLASTX 



[Homo sapiens] 



42918 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3929772 
139 

6.0e-09 

29 

97 

(AJ009853) elongation factor-1 alpha [Isotoma klovstadi] 
303618 

mwy700439871.hl 

BLASTX 

g3702327 

185 

4.0e-14 

52 
58 

(AC005397) unknown protein [Arabidopsis thaliana] 
303619 

mwy700439905.hl 

BLASTN 

g4506732 

154 

2.0e-81 

217 
94 

Homo sapiens ribosomal protein S6 kinase, 90kD, polypeptide 
1 (RPS6KA1) mRNA >gi_292456__gb_L07597_HUMS6KINA Homo 
sapiens ribosomal protein S6 kinase 1 (RPS6KA1) mRNA, 
complete cds 

303620 

mwy700440009.hl 

BLASTX 

g3775997 

180 

2.0e-13 

75 
48 

(AJ0104 62) RNA helicase [Arabidopsis thaliana] 
303621 

mwy700440030.hl 

BLASTX 

g585328 

303 

6.0e-28 

58 

90 

INTESTINAL TREFOIL FACTOR PRECURSOR (HP1.B) 

>gi_539652_pir A48284 intestinal trefoil factor 3 

precursor - human >gi_402483 (L15203) secretory protein 
[Homo sapiens] >gi_940946 (U25657) intestinal trefoil 
factor [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 



303622 

mwy700440044.hl 
BLASTX 



42919 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!25088 
210 

4.0e-17 

84 
43 

KERATIN, TYPE I CYTOSKELETAL 19 (CYTOKERATIN 19) (K19) (CK 

19) >gi_90421_pir JQ0028 cytokeratin 19 - mouse >gi_387393 

(M36120) keratin 19 [Mus musculus] >gi_623168 (M28698) 
cytokeratin [Mus musculus] 

303623 

mwy700440048.hl 

BLASTX 

g3913437 

266 

1.0e-23 

86 

65 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_1402875_emb_CAA66825_ (X98130) RNA helicase 
[Arabidopsis thaliana] >gi_14 95271_emb_CAA66613_ (X97970) 
RNA helicase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303624 

mwy700440092.hl 

BLASTX 

gl707015 

302 

7.0e-28 

85 

67 

(U78721) protein phosphatase 2C isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303625 

mwy700440291.hl 

BLASTX 

g4507731 

205 

1.0e-16 

44 

93 

tubulin, gamma polypeptide >gi_135505_spJP23258_TBG_HUMAN 

TUBULIN GAMMA CHAIN >gi__71594_pir UBHUG tubulin gamma 

chain - human >gi_183703 (M61764) gamma-tubulin [Homo 
sapiens] 

303626 

mwy700440322.hl 

BLASTX 

g4587589 

157 

4.0e-ll 

59 

51 

(AC007232) hypothetical protein [Arabidopsis thaliana] 



42920 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303627 

mwy700440417.hl 

BLASTX 

g4049345 

212 

3.0e-17 

93 

43 

(AL034567) putative protein 



[Arabi'dopsis t ha liana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303628 

mwy700440439.hl 

BLASTN 

g3327049 

155 

4.0e-82 

183 

96 

Homo sapiens mRNA for KIAA0618 protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303629 

mwy700440453.hl 

BLASTN 

g4210725 

94 

8.0e-46 

145 

92 

Homo sapiens mRNA 
partial 



for puromycin sensitive aminopeptidase, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303630 

mwy700440490.hl 

BLASTN 

g3850561 

167 

3.0e-89 

219 

94 

Homo sapiens chromosome 
sequence [Homo sapiens] 



19, cosmid F23613, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303631 

mwy700440508.hl 

BLASTX 

g2780196 

398 

4.0e-39 

88 
91 

(AJ223083) retinoic acid 
norvegicus] 



X receptor gamma-1 [Rattus 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



303632 

mwy700440518.hl 

BLASTN 

gl255992 
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BLAST score 235 

E value "1.0e-129 

Match length 267 

% identity 97 

NCBI Description Human dystrobrevin- gamma mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303633 

mwy700440525.hl 

BLASTN 

g2463543 

208 

1.0e-113 ' 

259 

96 

Homo sapiens mRNA 



for CAB1, complete cds 



303634 

mwy700440549.hl 

BLASTN 

gl710211 

189 

1.0e-102 

240 
95 

Human clone 23732 mRNA, partial cds 
303635 

mwy700440682.hl 

BLASTX 

g3355474 

208 

7.0e-17 

62 

58 

(AC004218) unknown protein [Arabidopsis thaliana] 
^303636 

mwy700440705.hl 

BLASTX 

g733456 

195 

3.0e-15 

55 

80 

(U23189) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 



Seq. No. 303637 

Seq. ID mwy700440751.hl 

Method BLASTX 

NCBI GI g!706453 

BLAST score 256 

E value 2.0e-22 

Match length 81 

% identity 65 

NCBI Description DMR-N9 PROTEIN (PROTEIN 59) >gi_1082161_pir A49364 59 

protein, brain - human (fragment) >gi_306712 (L19267) 



42922 



putative [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303638 

mwy700440792.hl 

BLASTX 

g230638 

154 

1.0e-10 

33 

94 

Myoglobin Mutant With Lys 45 Replaced By Arg And Cys 110 
Replaced By Ala (K45r, CllOa Mutant) 



303639 

mwy700440855.hl 

BLASTN 

g2554603 

125 

4.0e-64 

191 

100 

Homo sapiens mRNA 



for I SLR, complete cds 



303640 

mwy700440930.hl 

BLASTX 

gll5771 

212 

2.0e-17 

43 

95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

303641 

mwy700440988 .hi 

BLASTX 

g3150410 

231 

1.0e-19 

76 
55 

(AC004165) unknown protein [Arabidopsis thaliana] 
303642 

mwy700441021.hl 

BLASTX 

gl077569 

151 

4.0e-10 

77 

42 

probable membrane protein YDR109c - yeast (Saccharomyces 
cerevisiae) >gi_7 4 7884_emb_CAA8 8 66 3_ (Z48758) unknown 



42923 



[Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 

Match length ^* 

% identity 

NCBI Description 



303643 

mwy700441063.hl 

BLASTN 

g2981206 

173 

1.0e-92 

180 

99 

Zea mays photosystem I complex PsaH subunit precursor 
(psaH) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303644 

mwy700441071.hl 

BLASTN 

g2981206 

175 

7.0e-94 

182 

99 

Zea mays photosystem I complex PsaH subunit precursor 
(psaH) mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303645 

mwy700441158.hl 
BLASTX 
gl706260 
286 

5.0e-26 
73 
77 

CYSTEINE PROTEINASE 1 
cysteine proteinase 1 
>gi_643597_dbj_BAA08244 
mays] 



PRECURSOR >gi_2118131_pir S59597 

precursor - maize 

(D45402) cysteine proteinase [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303646 

mwy700441185.hl 

BLASTX 

g2766452 

146 

1.0e-09 

82 
40 

(AE029858) cytochrome P450 CYP71E1 [Sorghum bicolor] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



303647 

mwy700441217.hl 

BLASTX 

gl66655 

214 

9.0e-18 

47 

89 



42924 



NCBI Description 



(M73712) calinodulin-3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303648 

mwy700441229.hl 

BLASTN 

gl805253 

33 

4.0e-09 

61 
89 

Cucumis sativus monogalactosyldiacylglycerol synthase mRNA f 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303649 

mwy700441259.hl 

BLASTX 

g4115377 

224 

1.0e-18 

83 
46 

(AC005967) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303650 

mwy700441547.hl 

BLASTX 

g4584521 

148 

5.0e-10 

39 
72 

(AL049607) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303651 

mwy700441579.hl 

BLASTX 

g3617837 

176 

7.0e-21 

58 
91 

(AF035820) gibberellin action negative regulator SPY 
[Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303652 

mwy700441654.hl 

BLASTX 

g247308 

169 

9.0e-22 

75 

74 

ubiquitin [Chlamydomonas reinhardtii, CW-15, Peptide, 76 
aa] 



Seq. No. 
Seq. ID 



303653 

mwy700441847.hl 



42925 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3080438 

184 

5.0e-14 

58 

64 

(AL022605) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



putative protein [Arabidopsis thaliana] 



303654 

mwy700441926.hl 

BLASTX 

g585204 

188 

2.0e-14 

36 

97 

GLUTAMINE SYNTHETASE ROOT ISOZYME 4 (GLUTAMATE— AMMONIA 

LIGASE) (GS107) >gi_481809_pir S39480 glutamate—ammonia 

ligase (EC 6.3.1.2) 1-4, cytosolic - maize 

>gi_434330_emfo_CAA46722_ (X65929) glutamine synthetase [Zea 
mays] 

303655 

mwy700441991.hl 

BLASTX 

g2852449 

357 

3.0e-34 

76 

89 

(D88207) protein kinase [Arabidopsis thaliana] >gi_2947061 
(AC002521) putative protein kinase [Arabidopsis thaliana] 

303656 

mwy700442017.hl 

BLASTX 

g!12994 

242 

7.0e-21 

55 
87 

GLYCINE-RICH RNA- BINDING, ABSCISIC AC ID- INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

303657 

mwy700442067.hl 

BLASTN 

g4239886 

43 

3.0e-15 

58 

95 

Zea mays mRNA for MAP kinase 4, complete cds 



42926 



oeq. WO, 


jUJOJO 


Seq. ID 


mr tti-7 0 O/l A 907 Q Vll 

mwy /UU44ZU / o . ni 


Method 


BLASTX 


NCBI GI 


g2980761 


BiiAbi score 


90 ^ 


E value 


1 Ho— 1 £ 


Match length 


C 1 


% identity 


/ O 


NCBI Description 


(AijUZZiyD/ pu.t.aT,ive protein [■ rt -- Lci -- I - , - Ll - l ^H ;3 - l -* ::j l-iicl-l. 


beq. wo. 




oeq. iu 


mw u1 00449119 hi 


Method 


BLASTX 


NCBI GI 


g550436 


biiiibi score 


J 4 0 


E value 


o Ho- ^ ^ 
O • Uc O O 


Match length 


/ 1 


% identity 


Q4 


NCBI Description 


(Aoloz / J cytoenrome r*tou L^ea maysj 


beg* wo. 


jUjDDU 


oeq. ±u 


•m**Tw7 004 4 9*37 £ hi 


Method 


BLASTX 


NCBI GI 


gl076583 


BLAST score 


971 


E value 


O f|o— 94 

o . ue Z 4 


Match length 


53 


% identity 


iUU 


NCBI Description 


nistone ho variant: no. j — tonidio ^xragmenTzj 


Seq. No. 


OUOODl 


Seq. ID 


Tr ,.,„7nn /I A 94 O R "hi 


jyiernoa 


£j±xrio 1 IN 


NCBI GI 


g3337311 


BLAST score 


257 


E value 


1.0e-143 


Match length 


269 


% identity 


99 


NCBI Description 


Homo sapiens chromosome 17, clone hRPK.597_M_ 



sequence [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303662 

mwy700442462.hl 

BLASTN 

g3702356 

218 

1.0e-119 

246 
97 

Homo sapiens chromosome 3, clone hRPK . 1 65_I_1 6 , complete 
sequence [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



303663 

mwy700442486.hl 

BLASTX 

gl68586 
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BLAST score 


206 




E value 


1 . ue — io 




Match length 


7 "5 




% identity 


ou 




NCBI Description 


(M58656) pyruvate/ orthophosphate cii kinase [I 




beq. No. 


o(Jooo4 




oc4< i u 


niw y / uuf±^iZ.j*±*i * nx 






RT jj\C3TV 




NCBI GI 


g4455245 




BLAST score 


175 




E value 


d . ue — lo 




jyiai-cn lengun 






% identity 


4 1 




lnuci ue script ion 


VrLLiUOOOZ O / nypO LuctlOdl piUuclll L/l£<iJJXU.UfJol. 




Seq. No. 


OA'S 




oeq. iij 


■muixr^nOA A 97 9 9 hi 




\yT/-> 4- Vi /*n /H 


T3T ZiQTY 




"MTTi T P T 

INCiDl bi 


^tl 77QHQ*5 




tsitfvbi score 


one; 


m 


E value 


2.0e-16 




Match length 


80 




% identity 


C 1 

ol 


if" 5 ; 


NCBI Description 


^uo^yuz; putative sugar cransporiei/ iueinDer 


£1 




facilitative superfamily; integral membrane 






vulgaris] 


-~ = 

5 


Seq. No. 


303666 


M: 


oeq. id 


mwy /UU44zoo4 . nl 










NCBI GI 


g3834314 




BLAST score 


268 




E value 


6.0e-24 




Match length 


83 




% identity 


69 



[Beta 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005679) Similar to gene piOlO glycosyltransf erase 
gi__2257490 from S. pombe clone 1750 gb_AB004534. ESTs 
gb_T4 6079 and gb_AA394466 come from this gene. [Arabidopsis 
thaliana] 

303667 

mwy700442917.hl 

BLASTX 

gl362008 

154 

1.0e-10 

47 
24 

ubiquitin-like protein 12 



- Arabidopsis thaliana 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



303668 

mwy700442947.hl 

BLASTN 

g!69818 

92 

2.0e-44 



42928 



# 



Match length 


1 A A 
14 4 


% identity 




NCBI Description 


Kice zob rioosoitiax kin/i gene 


Seq. No. 




beq. 1JJ 


niwy / uu44zyoz .ni 




CUriO 1 IN 


NCBI GI 


g475252 


BLAST score 


236 


E value 


1 A — 1 on 

1 . Ue-lou 


Match length 


Z / / 


% identity 


a t 

97 


NCBI Description 


Z.mays MPI gene 


Seq. No. 




beq. id 


mwy /uu44JZ±y. nz 


Method 


DT B OTY 


NCBI GI 


g4417279 


BLAST score 


240 


E value 


i a « oa 

1 . Oe-20 


Match length 


64 


% identity 


64 


NCBI Description 


(AC0070ly) hypothetical prol 


Seq. No. 


303671 


Seq. ID 


nom /uu4o4o/z. ni 


Method 


DT 7\ CrpV 

bLAblA 


NCBI GI 


gl495251 


BLAST score 


186 


E value 


2 . 0e-14 


Match length 


49 


% identity 


69 


NCBI Description 


(Z/Uol4) neat-shock protein 


Seq. No. 


303672 


Seq. ID 


nbm7004 64617 .hi 


Method 


mj/ibl A 


NCBI GI 


gl076746 


BLAST score 


354 


E value 


3.0e-34 


Match length 


69 


% identity 


99 



NCBI Description 



heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303673 

nbm700464657.hl 

BLASTX 

gl841864 

161 

3.0e-ll 

52 

28 

(U87108) nucleic acid binding protein [Trypanosoma 
equiperdum] 



42929 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303674 

nbm700464693.hl 

BLASTN 

g2582382 

46 

2.0e-17 

86 

88 

Mus musculus Dgcr6 protein (Dgcr6) mRNA, partial cds 



303675 

nbm700464704.hl 

BLASTN 

g2 062-4 6 

175 

5.0e-94 

203 
97 

Rat brain myelin proteolipid protein 
cds 



(PLP) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303676 

nbm700464720.hl 

BLASTX 

g2352919 

206 

8.0e-17 

47 

89 

(AF012861) plastidic glucose- 6-phosphate dehydrogenase 
[Petroselinum crispum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303677 

nbm700464728.hl 

BLASTX 

g2827141 

199 

8.0e-16 

46 

72 

(AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



303678 

nbm700464736.hl 

BLASTX 

gl419090 

168 

3.0e-19 

61 

68 

(X94968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 

303679 

nbm700464885.hl 
BLASTX 



42930 



NCBI GI g2853081 

BLAST score 186 

E value 5.0e-21 

Match length 80 

% identity 64 

NCBI Description (AL021768) ATP binding protein-like [Arabidopsis thaliana] 

Seq. No. 303680 

Seq. ID nbm700464940.hl 

Method BLASTX 

NCBI GI g3292826 

BLAST score 426 

E value 2.0e-42 

Match length 94 

% identity 79 

NCBI Description (AL031018) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 303681 

Seq. ID nbm700464948.hl 

Method BLASTX 

NCBI GI g3176669 

BLAST score 445 

E value 2.0e-44 

Match length 95 

% identity 79 

NCBI Description (AC004393) End is cut off. [Arabidopsis thaliana] 

Seq. No. 303682 

Seq. ID nbm700464955.hl 

Method BLASTX 

NCBI GI g3063465 

BLAST score 171 

E value 2.0e-12 

Match length 38 

% identity 89 

NCBI Description (AC003981) F22013.27 [Arabidopsis thaliana] 

Seq. No. 303683 

Seq. ID nbm7004 65064 .hi 

Method BLASTX 

NCBI GI g4510339 

BLAST score 337 

E value 7.0e-32 

Match length 93 

% identity 69 

NCBI Description (AC006921) putative ABC transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI Gl" 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303684 

nbm700465071.hl 

BLASTX 

g3273243 

247 

2.0e-23 

85 

75 

(AB004660) NLS 



receptor [Oryza sativa] 



42931 



>gi_3273245_dbj_BAA31166_ (AB004814) NLS receptor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303685 

nbm700465111.hl 

BLASTX 

g4558557 

143 

4.0e-09 

75 

44 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 

303686 

nbm700465148.hl 

BLASTN 

gl68436 

63 

4.0e-27 

139 

86 

Zea mays catalase (Cat 3) gene, complete cds 
303687 

nbm700465149.hl 

BLASTN 

g3452304 

143 

1.0e-74 

288 
92 

Zea mays retrotransposon Opie-1 5' LTR, partial sequence 
303688 

nbm7004 65152. hi 

BLASTX 

g3875246 

218 

6.0e-18 

78 

56 

(Z81490) similar to WD domain, G-beta repeats (2 domains); 
cDNA EST EMBL:T00482 comes from this gene; cDNA EST 
EMBL:T00923 comes from this gene; cDNA EST yk449d4.3 comes 
from this gene; cDNA EST yk449d4.5 comes from this gene; 

303689 

nbm700465160.hl 

BLASTX 

gl36063 

288 

4.0e-26 

72 

78 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 
>gi_68426_pir ISZMT triose-phosphate isomerase (EC 



42932 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



5.3.1.1) - maize >gi_168§47 (L00371) triosephosphate 
isomerase 1 [Zea mays] >gi_217974_dbj_BAA00009_ .(D00012) 
triosephosphate isomerase [Zea mays] 

303690 

nbm700465195.hl 

BLASTN 

g452047 

140 

3.0e-73 

144 

99 

Homo sapiens HnRNP F protein mRNA, complete cds 
303691 

nbm700465225.hl 

BLASTX 

g2589162 

379 

8.0e-37 

89 

82 

(D88451) aldehyde oxidase [Zea mays] 
303692 

nbm700465264.hl 

BLASTX 

g3694807 

301 

1.0e-27 

93 
72 

(AF055898) alanine aminotransferase [Zea mays] 
303693 

nbm700465407.hl 

BLASTX 

g3033400 

202 

1.0e-19 

86 

56 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

303694 

nbm700465445.hl 

BLASTN 

g22263 

61 

2.0e-26 

101 

91 

Z.mays Ds insertion element 
303695 

nbm700465852.hl 



42933 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4503452 

113 

4.0e-57 

173 

91 

Homo sapiens endothelial differentiation-related factor 1 
(EDF1) mRNA >gi__3043444_emb_AJ005259_HSAJ5259 Homo sapiens 
mRNA for EDF-1 protein 

303696 

nbm700465870.hl 

BLASTN 

g4503452 

71 

3.0e-32 

123 
89 

Homo sapiens endothelial differentiation-related factor 1 
(EDF1) mRNA >gi_3043444_emb_AJ005259_HSAJ5259 Homo sapiens 
mRNA for EDF-1 protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303697 

nbm7004 65891.hl 

BLASTX 

gl841894 

147 

7.0e-10 

35 

74 

(D78136) Glutathione Reductase [Oryza sativa] 



303698 

nbm700465988.hl 

BLASTX 

g421929 

191 

2.0e-26 

75 

14 

ubiquitin 
ubiquitin 



- tomato >gi__312160_emb_CAA51679_ 
[Lycopersicon esculentum] 



(X73156) 



303699 

nbm700466123.hl 

BLASTX 

g282900 

372 

6.0e-36 

92 

76 

maturation-associated protein MAT1 - soybean >gi_170020 
(L00921) maturation protein [Glycine max] >gi__170022 
(M93568) maturation-associated protein [Glycine max] 



Seq. No. 
Seq. ID 



303700 

nbm700466147.hl 



42934 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3176726 

176 

5:0e-13 

63 

57 

(AC002392) 
thaliana] 



putative serine proteinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303701 

nbm700466159.hl 

BLASTX 

g3152566 

168 

4.0e-12 

82 

44 

(AC002986) Similar to hypothetical protein YLR002c, 
gb_Z7314 from S. cerevisiae. [Arabidopsis thaliana] 



Seq. No. 


303702 


Seq. ID 


nbm700466254.hl 


Method 


BLASTX 


NCBI GI 


g4206640 


BLAST score 


253 


E value 


5.0e-22 


Match length 


56 


% identity 


91 


NCBI Description 


(AF072858) zinc transporter 


Seq. No. 


303703 


Seq. ID 


nbm700466268.hl 


Method 


BLASTX 


NCBI GI 


g4585271 


BLAST score 


429 


E value 


1.0e-42 


Match length 


89 


% identity 


97 


NCBI Description 


(AF115314) seed maturation 




abundant protein; LEA prote 


Seq. No. 


303704 


Seq. ID 


nbm700466288.hl 


Method 


BLASTN 


NCBI GI 


g3819215 


BLAST score 


39 


E value 


1.0e-12 


Match length 


107 


% identity 


84 



ZAT [Arabidopsis thaliana] 



•tein PM22; late embryogenesis 
[Glycine max] 



NCBI Description Hordeum vulgare partial mRNA; clone CMWG0706 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



303705 

nbm700466311.hl 

BLASTX 

g2119719 

220 

3.0e-23 



42935 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI- GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



65 
89 

heat-shock cognate protein 70-3 - tomato >gi_762844 
(L41253) Hsc70 [Lycopersicon esculentum] 

303706 

nbm7004 66320. hi 

BLASTX 

gl23613 

160 

2.0e-ll 

31 

94 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_100222_pir S14949 

heat shock cognate protein 70 - tomato 

>gi_19256_emb_CAA37970_ (X54029) heat shock protein cognate 
70 [Lycopersicon esculentum] 

303707 

nbm700466353.hl 

BLASTX 

g2738750 

325 

2.0e-30 

78 

82 

(AF016305) ATP sulfurylase [Zea mays] 
303708 

nbm700466512.hl 

BLASTX 

g2244771 

189 

2.0e-14 

95 

63 

(Z97335) kinesin homolog [Arabidopsis thaliana] 
303709 

nbm700466531.hl 

BLASTX 

g3025299 

368 

2.0e-35 

98 

71 

HYPOTHETICAL 62.3 KD PROTEIN T29M21.25 >gi_2088660 
(AF002109) ABC1 isolog [Arabidopsis thaliana] 

303710 

nbm700466533.hl 

BLASTX 

g2853084 

209 

6.0e-17 

66 

61 



42936 




NCBI Description * (AL021768) putative protein [Arabidopsis thaliana] 



beq. NO. 




beq. lu 


nDin. / uu4 0D004 . ni 


Metnoa 




NCBI GI 


g541546 


BLAST score 


274 


E value 


Z . U6 Z4 


Match length 


ol , 


% identity 


lo 


NCBI Description 


ubiquitin precursor - Volvox carteri 




>gi o9ozyo emb CAAoZZyU (X/4Z14) poiyubiquitin [voivo, 




carteri] 


beq, Jno. 


jU J / 1Z 


Seq. ID 


nbm700466559.hl 


Method 


BLASTX 




g4 ZU4ZOO 


BLAST score 


ooc 
ZOO 


E value 


o . Oe-zo 


Match length 


Do 


% identity 


75 


NCBI Description 


(ACOOozzo) 4oo43 [Arabidopsis tnalianaj 


Seq. No. 


3U3 /id 


Seq. ID 


nbm700466572.hl 


Method 


BLASTX 


NCBI GI 


g3093294 


BLAST score 


196 


E value 


4 . Oe-24 


Match lengtn 


yz 


% identity 


62 


NCBI Description 


(Y12782) putative villin [Arabidopsis thaliana] 


Seq. No. 


303714 


Seq. ID 


nbm700466588.hl 


Method 


BLASTX 


NCBI GI 


g4580990 


BLAST score 


186 


E value 


3 . Oe-14 


Match length 


93 


% identity 


/I A 

40 


NCBI Description 


(AF120335) putative transposase [Arabidopsis thaliana] 


beq. wo. 


jUj/ 10 


Seq. ID 


nbm700466589.hl 


Method 


BLASTX 


NCBI GI 


— A C 1 A1 C 1 

g4539351 


BLAST score 


1 AC 

195 


E value 


3.0e-15 


Match length 


92 


% identity 


48 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


303716 


Seq. ID 


nbm700466783.hl 


Method 


BLASTN 



42937 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl930069 
41 

3.0e-14 

61 

92 

Oryza sativa proteasome alpha subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303717 

nbm700466822.hl 

BLASTX 

g!709970 

178 

1.0e-13 

47 
74 

60S RIBOSOMAL PROTEIN L10A 
303718 

nbm700466824.hl 

BLASTN 

g736271 

47 

8.0e-18 

85 
91 

0. sativa hsp70 gene for heat shock protein 
303719 

nbm700466862.hl 

BLASTX 

g4510345 

137 

9.0e-09 

37 

65 

(AC006921) unknown protein [Arabidopsis thaliana] 
303720 

nbm700466917.hl 

BLASTN 

g2984708 

67 

1.0e-29 

114 

100 

Zea mays DnaJ-related protein ZMDJ1 (mdJl) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303721 

nbm700466943.hl 

BLASTN 

g2443321 

33 

4.0e-09 

49 

92 

Oryza australiensis retrotransposon RIRE1, LTR sequence 



42938 



JC^t IN \J • 


303722 


oeq. iu 




Method 


BLASTX 


NCBI GI 


g4150963 


Q T 7\ C T 1 cpnro 


14? 


E value 




riaT.cn xengi_.n 




O _L UC ill — l i_y 


51 


jnodx uescr ip l,xuii 


\ IlODtU J L/O IT J. IT X piUUClil 




303723 


q^z-r Tn 

QCVj * XL/ 


nbm7004 66989 hi 




XOXiriO 1 /\ 


NCRT 

LN V/i— > X \3 X 


a3152731 


BLAST score 


229 


E value 


2.0e-19 


Match length 


46 


% identity 


93 


NCBI Description 


(AF056325) myo- inositol 




vulgare] 



[Arabidopsis thaliana] 



1-phosphate synthase; IN01 [Hordeum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303724 

nbm7004 66990. hi 

BLASTX 

g3540198 

226 

6.0e-19 

68 
59 

(AC004260) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303725 

nbm700467020.hl 

BLASTX 

g2244865 

142 

5.0e-09 

73 

34 

(Z97337) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303726 

nbm700467049.hl 

BLASTN 

g435172 

36 

3.0e-ll 

48 

94 

A.sativa (Pewi) ASTCP-K19 mRNA for t complex polypeptide 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



303727 

nbm700467179.hl 

BLASTX 

g4581164 

156 



42939 



E value 


l . ue ±u ^ 


Match length 


o o 
oz 


% ldentxty 


4 0 


NCBI Description 


[Jr^vuuZ/.yj ) putatxve poj.yproTiem Liiraoiaopsis tnaiiaiia, 


Seq. No. 




beq. lu 


noiti / uu41d/oii* n± 


Method 


BLAbTX 


NCBI GI 


Q1 TO/1 

g4 iy± / o4 


BLAST score 


169 


E value 


2.0e-12 


Match length 


c o 
OZ 


% identity 


63 


NCBI Description 


(AC005917) putative WD-40 repeat protein [Arabidopsis 




thaliana] 


Seq. No. 


303729 


beq. lu 


noiti / U U 4 0 / jj / .111 


Method 


nliAblA 


NCBI GI 


gll3217 


BLAST score 


229 


E value 


o . ue-zo 


Match length 


61 


% identity 


100 


NCBI Description 


AC1IN 1 >gi iuui4y pir bu/uuz actm i - carrot 


Seq. No. 


303730 


Seq. ID 


num. /UU4 o /oo / . ni 


Method 


nr t\o rpvT 

BLASTN 


NCBI GI 


gjjyyb /o 


BLAST score 


37 


E value 


7.0e-12 


Match length 


85 


% identity 


86 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F13M7 sequence, 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


303731 


Seq. ID 


nbm/UU4D /ioo.nl 


Method 


BliAbilN 


NCBI GI 


gl68436 


BLAST score 


79 


E value 


7 . Oe-37 


Match length 


ill 
111 


% identity 


93 


NCBI Description 


Zea mays catalase (Cat3) gene, complete cds 


Seq. No. 


303732 


Seq. ID 


nom/O 04 67571 *nl 


Method 


BLASTX 


NCBI GI 


g2335106 


BLAST score 


330 


E value 


4.0e-31 


Match length 


77 


% identity 


75 


NCBI Description 


(AC002339) salt inducible protein-like [Arabidopsis 




thaliana] 



42940 





Seq. No. 


0U0 1 35 




beq. ID 


noni/uu4D/ / jj.ni 




Method 


BLASTX 




NCBI GI 


g553073 




BLAST score 


238 




E value 


2 . Oe-23 




•Match length 


59 




% identity 


95 




NCBI Description 


(M94481) reverse 




beq. No. 


oUo / o4 




beq. ID 


nOIU /UU4o/oD*?. LlX 




Method 


BLASTX 




NCBI GI 


g2130149 




BLAST score 


485 




E value 


3 . Oe-49 




Match length 


92 




% identity 


100 




NCBI Description 


translation elonc 






( fragment ) 




Seq. No. 


303735 




beq. id 


nom/uu^o /ooo . m 




Method 


BLASTN 




NCBI GI 


g6598458 




BLAST score 


40 




E value 


3.0e-13 




Match length 


96 




% identity 


85 



maize 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana chromosome II BAC T16F16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

303736 

nbm700467909.hl 

BLASTX 

g4206209 

155 

2.0e-19 

99 
54 

(AF071527) putative glucan synthase component [Arabidopsis 
thaliana] >gi_4263042_gb_AAD15311_ (AC005142) putative 
glucan synthase component [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303737 

nbm700467938.hl 

BLASTX 

g2244913 

328 

8.0e-31 

98 

62 

(Z97339) similar to SEN1 protein 
thaliana] 



yeast [Arabidopsis 



Seq. No. 



303738 



42941 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



nbm700467939.hl 

BLASTX 

g452519 

180 

2.0e-13 

69 

51 

(D26362) similar to Human homolog of Drosophila female 
sterile homeotic mRNA ( HUMFSHG) [Homo sapiens] 



303739 

nbm700467941.hl 

BLASTX 

g3522948 

181 

1.0e-13 

79 

44 

(AC004411) hypothetical protein 



[Arabidopsis thaliana] 



303740 

nbm700467948.hl 

BLASTX 

g3757521 

205 

2.0e-16 

95 

51 

(AC005167) unknown protein [Arabidopsis thaliana] 
303741 

nbm700467952.hl 

BLASTX 

g3335349 

193 

3.0e-15 

76 

47 

(AC004512) Similar to gb_U4 6691 putative chromatin 
structure regulator (SUPT6H) from Homo sapiens. ESTs 
gb_T42908, gb_AA586170 and gb_AA395125 come from this gene 
[Arabidopsis thaliana] 

303742 

nbm700468004.hl 

BLASTX 

g!657621 

388 

8.0e-38 

99 

74 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 

303743 

nbm700468044.hl 
BLASTX 

42942 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



g585771 
286 

3.0e-26 

60 

92 

MEIOTIC RECOMBINATION PROTEIN DMC1 HOMOLOG 

>gi_629874_pir JC2214 hypothetical 38. 3K protein, LIM15 - 

Trumpet lily >gi_431168_dbj_BAA04845_ (D21821) RAD51-like 
protein [Lilium longiflorum] 

303744 

nbm700468170.hl 

BLASTX 

g3702343 

366 

3.0e-35 

91 

74 

(AC005397) putative homeotic gene regulator [Arabidopsis 
thaliana] 

303745 

nbm700468322.hl 

BLASTX -~ * 

g2290528 

147 

7.0e-10 

32 

88 

(U94746) AT AN 11 [Arabidopsis thaliana] 
303746 

nbm7004 68344. hi 

BLASTX 

g4325344 

180 

2.0e-13 

44 ' ■ 

84 

(AF128393) similar to beta-transducins (Pfam: PF00400, 
Score=71.7, E=1.5e-17, N=6) [Arabidopsis thaliana] 

303747 

nbm700468358.hl 

BLASTX 

gl35398 

249 

3.0e-25 

58 
100 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S15773 tubulin alpha-1 

chain - maize >gi_22147_emb__CAA337 34_ (X157 04) 
alphal-tubulin [Zea mays] 

303748 

nbm700468370.hl 
BLASTX 



42943 



NCBI GI 


g4539440 


BLAST score 


184 


E value 


z * ue ju 


Match length 


yz 


% identity 


Ol 


NCBI Description 




beq. No. 


jUj / 4 y 


oeq. xu 


ilL>Iu / UUft DOjo ft • 11± 




RT.A9TY 


NCBI GI 


g4185311 


BLAST score 


258 


E value 




Match length 


Q9 

yz 


% identity 


o y 


vi\yiD± uescnpuion 


^ Ti TP (~) Q C\ A A ri r~\ 1 ^rrNT*^ - !- ai n r 7os ma 1 
^-rir U y U 4 r± D J pUJ_ypXULci.Il L__ifcJci llLdyoJ 


Seq. No. 


oUo /OU 


oeq. iu 




L v ie LilOU 








BLAST score 


354 


E value 


6.0e-34 


Match length 


68 


% identity 


97 


NCBI Description 


INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 



>gi_1546919_erafo_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303751 

nbm700468454.hl 

BLASTX 

gl076678 

189 

1.0e-14 

41 

95 

ubiquitin / ribosomal protein S27a 



303752 

nbm700468460.hl 

BLASTX 

g2444178 

268 

8.0e-24 

86 

64 

(U94784) unconventional myosin 



potato (fragment) 



[Helianthus annuus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



303753 

nbm700468478.hl 

BLASTX 

g2829910 

184 

6.0e-14 
85 



42944 



% identity 53 

NCBI Description (AC002291) Unknown protein, contains regulator of 

chromosome condensation motifs [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303754 

nbm700468489.hl 

BLASTX 

g2149640 

177 

2.0e-13 

46 

74 

(U91995) Argonaute protein [Arabidopsis thaliana] 
303755 

nbm700468496.hl 

BLASTX 

g3337367 

203 

3.0e-16 

66 

58 

(AC004481) hypothetical ^ protein [Arabidopsis thaliana] 
303756 

nbm700468530,hl 

BLASTX 

g3600038 

280 

2.0e-25 

54 

91 

(AF080119) similar to Saccharomyces cerevisiae 
transcription regulator SP08 (SW:P41833) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303757 

nbm700468590.hl 

BLASTX 

g!076746 

344 

1.0e-40 

101 

88 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

303758 

nbm700468724.hl 

BLASTX 

g4309736 

233 

1.0e-19 

96 

53 

(AC006439) hypothetical protein [Arabidopsis thaliana] 



42945 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303759 

nbm700468742.hl 

BLASTX 

g3176874 

174 

9.0e-13 

57 

61- 

(AF065639) cucumisin-like serine protease [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303760 

nbm700468789.hl 

BLASTX 

g!710401 

192 

5.0e-24 

79 

78 

RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE SMALL CHAIN 
(RIBONUCLEOTIDE REDUCTASE) (R2 SUBUNIT) 

>gi_1044912_emb_CAA63194_ (X92443) ribonucleotide reductase 
R2 [Nicotiana tabacum] 



Seq. No. 


303761 


Seq. ID 


nbm700468794.hl 


Method 


BLASTX 


NCBI GI 


g2288985 


BLAST score 


195 


E value 


3.0e-15 


Match length 


52 


% identity 


77 


NCBI Description 


(AC002335) hypothetical protein [Arabidopsis 


Seq. No. 


303762 


Seq. ID 


nbm700468802.hl 


Method 


BLASTX 


NCBI GI 


g2104683 


BLAST score 


166 


E value 


9.0e-12 


Match length 


62 


% identity 


42 


NCBI Description 


(X97908) transcription factor [Vicia faba] 


Seq. No. 


303763 


Seq. ID 


nbm700468914.hl 


Method 


BLASTX 


NCBI GI 


g629843 


BLAST score 


429 


E value 


2.0e-46 


Match length 


99 


% identity 


100 


NCBI Description 


heat shock protein hsp70-4 - maize {fragment 



>gi_498773 
[Zea mays] 



emb CAA55183_ (X78414) heat shock protein 70 kDa 



42946 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303764 

nbm700468930.hl 

BLASTX 

g3386604 

179 

3.0e-13 

80 
42 

(AC004665) putative protein kinase [Arabidopsis thaliana] 
303765 

nbm700469004.hl 

BLASTX 

g2145356 

215 

2.0e-17 

49 
78 

(Y11122) HD-Zip protein [Arabidopsis thaliana] >gi_3132474 
(AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 

303766 

nbm7004 69063. hi 

BLASTX 

g4586242 

154 

1.0e-10 

53 

49 

(AL049640) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303767 

nbm700469179.hl 

BLASTX 

g2943792 

311 

6.0e-29 

62 
81 

(AB006809) PV72 [Cucurbita sp.] 



303768 

nbm700469191.hl 

BLASTX 

g2282584 

300 

1.0e-27 

63 

92 

(U76259) elongation factor 1- 



■alpha [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



303769 

nbm700469258.hl 

BLASTX 

g3033384 

179 



42947 



E Value 


O • Uc ID 




o o 


% identity 


JO 




^ liU U W " A J U / UULu LI V C \_/ J. -L ij yll LliuO C LniaVlUU^iD J.O 


beq. NO. 


OUj / / u 


beq. iu 


nDiu/uu4 oy^ / h. . ni 




D-UfiO J. A 


NCBI GI 


gl568480 


BLAST score 


199 


Hj vaiue 




i v iatcn lenyLn 


fin 

O u 


^ ia.eni.iT,y 






f7.717f)*^ pfir*9 — 1 i Vp nrnl'P'i n lcin^c'P \ Rf^t" a vn 1 rra 1 


beq. NO. 


jUO / / l 


1.U 


IlUXU / uU'iUJriJi .111 




olirio 1 A 


NCBI GI 


g4467111 


BLAST score 


228 


Hi value 


7 Ho— 1 Q 
^ • Uc 1 y 


Match length 


3D 


% identity 


o4 




/AT 0 ^ R ^ ^ Q ^ nnfaf 1 tto t-\ -y~/-\4~ "i fi f 7\ y» a V>t f~\ /~\y~\ O t G -l-Via 1 
VxtJjU-jOOo 0 ^ pUtaLlvc piOUclIl [filaJJlUUpblo LIlclJ.. 


beq. No. 


3U3 / 


beq. ±u 


nom /uu4oy4jj.ni 


jxier.noa 






rrA a n;/ ni 0 

g4 4 04UlZ 


BLAST score 


180 


E value 


9.0e-14 


Match length 


VI Q 


% identity 


3 / 


jNtDi Description 


(AL035396) Pollen— specif ic protein precursor . 




[fixaijiciopsis u.naxianaj 


Seq. No. 


3037 /3 - 


oeq. id 


nom / uu4 oyou / .ni 


ixLetnooi 


oliAb IN 


NCBI GI 


g4582786 


BLAST score 


36 


E value 


o • ue~ii 


Match length 




% identity 


CkA 


NL/Di Description 


Zea mays itiRNA for adenosine kinase 7 putative 


Seq. No. 


303774 


beq. id 


nDm / UU4 oyo^o . ni 


jyietnoa 


•QT TiG'FV 




y z.u / ojjU 


BLAST score 


273 


E value 


2.06-24 


Match length 


76 


% identity 


67 


NCBI Description 


(U95923) transaldolase [Solanura tuberosum] 



Seq. No. 



303775 



42948 



Seq. ID 
Method 
NCBI GI 
•BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



nbm700469530.hl 

BLASTX 

g3163946 

316 

2.0e-29 

59 
98 

(AJ005599) alpha-tubulin 1 [Eleusine indica] 
303776 

nbm700469546.hl 

BLASTX 

gl084481 

363 

6.0e-35 

93 
80 

heat shock protein 70 - Maize 
303777 

nbm700469586.hl 

BLASTN 

g248336 

67 

1.0e-29 

143 

29 

polyubiquitin [maize, Genomic, 3841 nt] 
303778 

nbm700469752.hl 

BLASTX 

g3850573 

301 

1.0e-27 

91 

65 

(AC005278) Similar to gi_1652733 glycogen operon protein 
GlgX from Synechocystis sp. genome gb_D90908. ESTs 
gb_H36690, gb_AA712462, gb_AA651230 and gb_N95932 come from 
this gene. [Arabidopsis thaliana] 

303779 

nbm700469757.hl 

BLASTX 

g224970 

449 

4.0e-45 

88 
100 

heat shock protein hsp70 [Zea mays] 
303780 

nbm700469758.hl 

BLASTX 

g2388578 

307 



42949 



# 



E value 
Match length 
% identity 
NCBI Description 



2.0e-28 

74 

77 

(AC000098) Similar to Mycobacterium RlpF (gb_Z84395) 
gb_T75785,gb_R30580 / gb_T04 698 come from this gene. 
[Arabidopsis thaliana] 



ESTs 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

, Seq* No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303781 

nbm700469852.hl 

BLASTX 

gl651689 

182 

9.0e-14 

76 

47 

(D90899) hypothetical protein [Synechocystis sp.] 
303782 

nbm700469944.hl 

BLASTX 

g3935147 

327 

9.0e-31 

87 

69 

(AC005106) T25N20.11 [Arabidopsis thaliana] 
303783 

nbm700470059.hl 

BLASTX 

g4249382 

197 

1.0e-15 

50 

76 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

303784 

nbm700470105.hl 

BLASTN 

g3108052 

42 

1.0e-14 

66 

91 

Zea mays myo-inositol 1-phosphate synthase mRNA, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



303785 

nbm700470304.hl 

BLASTX 

gll5795 

246 

3.0e-21 
96 



42950 




% identity 79 

NCBI Description CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-C) (LHCP) >gi_72735_pir CDNTCC chlorophyll 

a/b-binding protein type I precursor (cab-C) - 
curled-leaved tobacco >gi_170210 (M21397) chlorophyll 
a/b-binding protein-C [Nicotiana plumbagini folia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303786 

nbm700470317.hl 

BLASTX 

gl076678 

375 

3.0e-36 

77 

99 

ubiquitin / ribosomal protein S27a 



potato (fragment) 



303787 

nbm700470322.hl 

BLASTX 

gl31770 

232 

1.0e-19 

61 

70 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 



303788 

nbm700470450.hl 

BLASTX 

g2495365 

315 

2.0e-29 

62 

98 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi_445127_prf__ 
heat shock protein HSP81-2 [Arabidopsis thaliana] 



1908431B 



Seq. No. 303789 

Seq. ID nbm700470520.hl 

Method BLASTX 

NCBI GI gl800215 

BLAST score 24 9 

E value 4.0e-44 

Match length 89 

% identity 89 
„ NCBI Description (U56729) phytochrome A [Sorghum bicolor] 

Seq. No. 303790 

Seq. ID nbm700470582.hl 

Method BLASTX 

NCBI GI g2130149 

BLAST score 361 



42951 




E value 
Match length 
% identity 
NCBI Description 



9.0e-35 

88' 
80 

translation elongation factor eEF-1 alpha chain - maize 
( fragment ) 



Seq. No, 

Seq. ID 

Method ^ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303791 

nbm700470655.hl 

BLASTN 

g312178 

47 

2.0e-17 

71 
92 

Z.mays GapC2 gene 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303792 

nbm700470723.hl 

BLASTX 

g3935168 

172 

2.0e-12 

69 
49 

(AC004557) F17L21.11 



[Arabidopsis thaliana] 



303793 

nbm700470739.hl 

BLASTX 

g4455188 

215 

1.0e-17 

77 

55 

(AL035521) putative protein [Arabidopsis thaliana] 
303794 

nbm700470825.hl 

BLASTX 

gl076746 

410 

2.0e-40 

91 

88 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47 948_ (X67711) heat shock protein 70 
[Oryza sativa] 



303795 

nbm700470880.hl 

BLASTX 

g3860886 

230 

2.0e-19 

84 

57 

(AJ235271) DNA TOPOISOMERASE 



I (topA) [Rickettsia 



42952 



prowazekii] 







Seq. ID 


nbm700470918.hl 


Method 


BLASTN 






Dijiio l score 




E value 


i no-no 




D O 


% identity 


Q Q 
O O 


NCBI Description 


Zea mays eIF — 5 < 






Con tn 




Method 


BLASTX 


NCBI GI 


g3193291 


BLAST score 


261 


E value 


5.0e-23 


Match length 


64 


% identity 


75 


NCBI Description 


(AF069298) Simi 



gene, exons 1-2 



T14P8.6 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303798 

nbm700471069.hl 

BLASTX 

g2565010 

261 

8.0e-26 

86 

74 

(AC002983) putative microfibril-associated protein 
[Arabidopsis thaliana] >gi_3377811 (AF076275) contains 
similarity to ATP synthase B/B 1 {Pfam: ATP-synt_B . hmm, 
score: 11.71) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303799 

nbm700471314.hl 

BLASTX 

g3688328 

167 

2.0e-22 

94 

60 

(AJ228325) reverse transcriptase [Ginkgo biloba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303800 

nbm700471375.hl 

BLASTN 

gl!81672 

124 

2.0e-63 

195 

92 

Sorghum bicolor heat shock protein 70 cognate 
partial cds 



(hsc70) mRNA, 



42953 



oeq. no. 




oeq. iu 


nhm700471 ^ftfl hi 

IIUIU / UUt ' 1JOU .111 


Method 


DXiiiO liN 


NCBI GI 


gi ooo iyz 


BLAST score 


53 


E value 


4.0e-21 


LYLatcn lengTzn 


11^ 


% identity 


O *i , 


n-udi jjescripmon 


QrirnViiim Ki pol or* nhfn e-i f nl "i n 1 1 4 — a 1 nh 3 HpTfiPt" hvl ^ C YP5 1 

OUX vj IlLUll UlCUlUi VJU L. U. O -L J- VJ X -L \J X XI ClXJ^liO. UClLLCL.UjXaOC \^ ± £. ± 






oeq. no. 




oeq. iu 


nhm70n471 "3Q1 hi 

1 JJJ1U / VJ U *± /XOI7X.11X 


Method 


JDljiiO i A 


NCBI GI 


g3426038 


BLAST score 


250 


E value 


i • ue ii 


Match length 


QQ 

oo 


% identity 


c. ^ 
jj 


NCBI Description 


fTifOORI^QX n-n Vr\ AT.Tn *r\ r* r\i~ a.i t~\ r Zl r* 3 "i H nn ci a +~ h 3 1 i anal 
^.HL/UUOIOO / unJCilOWIl piULclU LriIdjJlU.upo±o Llldl Xdiia. J 


Seq. No. 




oeq. iu 


nb.Tn7nn.471 4£1 hi 
nDIll / U U ft / 1 ft 0 1 • Ill 


Method 


DliiiO 1 A 


NCBI GI 


g4455176 


BLAST score 


181 


E value 


1 . Ue-1 J 


Match length 


A A 

94 


% identity 


A "7 

4 / 


NCBI Description 


^riliUoOOZl / nypO Lne tlCal protclu [Axd.JJXU.U£JoX£> Uila.-LXa.licl J 


Seq. No. 


oUooU4 


oeq. iu 


nV\m7 00471 A £7 hi 


Method 


•DT 7v nrpv 

BLAolA 


NCBI GI 


g4oUlo o / 


BLAST score 


477 


E value 


3.0e-48 


Match length 


yo 


% identity 


AC 

yo 


NCBI Description 


aconiuase z f miuocnonuriai >gi jjodozu \uo/i?jj; acoiuiacc 




hydratase [Homo sapiens] 


Seq. No. 


JUJoUo 


oeq. il> 


nHTn7nn471 R94 hi 


Method 


riliAo 1A 




g4 j j y 4tO/i 


BLAST score 


252 


E value 


4.0e-22 


Matcn lengtn 


1 u 


% identity 


/U 


NCBI Description 


(AL049500) putative phosphoribosylanthranilate transferas< 




[filaJJXUUpolo UilclX XctllCl j 


Seq. No. 


303806 


Seq. ID 


nbm700471660.hl 


Method 


BIASTX 


NCBI GI 


g2829910 



42954 



BLAST 1 score 
E Value 
Match length 
% identity 
NCBI Description 



427 

2.0e-42 

94 

79 

(AC002291) Unknown protein, contains regulator of 
chromosome condensation motifs [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303807 

nbm700471674.hl 
BLASTX 
gl800217 
4 64 

8.0e-47 

92 

98 

(U56730) Phytochrome B 



[Sorghum bicolor] 



303808 

nbm700471693.hl 

BLASTX 

g4204312 

414 

6.0e-41 

93 

84 " 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

303809 

nbm700471777.hl 

BLASTX 

g4337040 

145 

1.0e-17 

85 

62 

(AF124159) molybdopterin synthase sulphurylase [Arabidopsis 
thaliana] >gi_4337042_gb_AAD18051_ (AF124160) molybdopterin 
synthase sulphurylase [Arabidopsis thaliana] 



Seq. No. 303810 

Seq. ID nbm700471781.hl 

Method BLASTX 

NCBI GI g!589778 

BLAST score 161 

E value 2.0e-ll 

Match length 33 

% identity 85 

NCBI Description (U62135) SPINDLY [Arabidopsis thaliana] 

Seq. No. 303811 

Seq. ID nbm700471850.hl 

Method BLASTX 

NCBI GI g584741 

BLAST score 140 

E value 4.0e-09 

Match length 43 



42955 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

ANKYRIN REPEAT PROTEIN (AKRP) >gi_3224 61_pir JQ1729 

ankyrin-repeat protein - Arabidopsis thaliana >gi_16674<! 
CM82883) ankyrin repeat-containing protein [Arabidopsis 
thaliana] 

303812 

nbm700471933.hl 

BLASTX 

g3461813 

233 

1.0e-19 

100 
44 

(AC004138) putative sucrose/H+ symporter [Arabidopsis 
thaliana] 



Seq. No* 


303813 


Seq. ID 


nbm700471937.hl 


Method 


BLASTX 


NCBI GI 


g3080740 


BLAST score 


237 


E value 


2.0e-20 


Match length 


58 


% identity 


72 


NCBI Description 


(U77366) pasticcino 1-D 


Seq. No. 


303814 


Seq. ID 


nbm700472115.hl 


Method 


BLASTX 


NCBI GI 


g2499087 


BLAST score 


443 


E value 


3.0e-44 


Match length 


103 


% identity 


74 


NCBI Description 


UDP-GLUCOSE : GLYCOPROTEIN 



D [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(DUGT) >gi_1085170_pir S54723 UDP-glucose — glycoprotein 

glucosyltransferase - fruit fly (Drosophila sp.) >gi_790585 
(U20554) UDP-glucose: glycoprotein glucosyltransferase 
precursor [Drosophila melanogaster] 

303815 

nbm700472170.hl 

BLASTX 

g!931640 

212 

4.0e-17 

95 

46 

(U95973) Serine carboxypeptidase isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



303816 

nbm700472290.hl 

BLASTX 

g4249390 

189 



42956 





E value 


O Art 1 A 

I . ue-14 




Match length 


91 




% identity 


36 




NCBI Description 


vAuuuoyoo) oirtii-Lar to go Ar ujyisz projDao_Le aiuo Keto 






reductase from Fragaria x ananassa. This gene may be cut 






off. EST gb U74151 comes from this gene. [Arabidopsis 






thaliana] 




Seq. No. 


303817 




Seq. ID 


nom / u u 4 /Zooy. m 




Method 






NCBI GI 


g2792295 




BLAST score 


182 




E value 


y . Ue-14 




Match length 


bo 




% identity 


c a 




NCBI Description 


^Ai! uj^ioz / unKnown [rragarxa x ananassaj 




Seq. No. 


303818 




beq. ID 


nom /UU4 /zoiz , ni 




Method 


BLAbTX 




NCBI GI 


gl70354 


S3 


BLAST score 


249 




E value 


O A ~ 0 1 

z . Oe-zl 




Match length 


81 




% identity 


14 


^ .' 


NCBI Description 


(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 


2 


Seq. No. 


303819 




Seq. ID 


nbm700472525 . hi 




Method 


BLASTX 




NCBI GI 


g2213632 




BLAST score 


145 




E value 


o a — . a n 

z . ue-uy 




Match length 


43 




% identity 


65 




NCBI Description 


(ACUUUlUoj LAraoiaopsis tnaiianaj 




Seq. No. 


303820 




Seq. ID 


« "U. w. *7AA^TOC*3A U1 

nom /UU4 i Zo30 . hi 




Method 


BLASTX 




NCBI GI 


gl21349 




BLAST score 


149 




E value 


C A^ 1 A 

o . Ue-lU 




Match length 


68 




% identity 


46 




NCBI Description 


GLUTAMINE SYNTHETASE SHOOT ISOZYME (GLUTAMATE — AMMONIA 






LIGASE) {CLONE LAMBDA-GS28) >gi 20368 emb CAA32461_ 






(X14245) cytosolic glutamine synthetase (AA 1-356) [Oryza 






sativa] 




Seq. No. 


303821 : 




Seq. ID 


nbm700472543.hl 




Method 


BLASTX 




NCBI GI 


g3962377 




BLAST score 


268 




E value 


7.0e-24 



42957 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 
88 

(AJ002551) 



heat shock protein 70 [Arabidopsis thaliana] 



303822 

nbm700472633.hl 

BLASTX 

g3176714 

244 

4.0e-32 

96 

77 

(AC002392) putative tRNA-splicing endonuclease positive 
effector [Arabidopsis thaliana] 



Seq. No. 


303823 


Seq. ID 


nbm700472651.hl 


Method 


BLASTX 


NCBI GI 


g2668744 


BLAST score 


285 


E value 


9.0e~26 


Match length 


53 


identity 


98 


NCBI Description 


(AF034946) ubiquitin conjugating en: 


Seq. No. 


303824 


Seq. ID 


nbm700472656.hl 


Method 


BLASTN 


NCBI GI 


g435174 


BLAST score 


44 


E value 


1.0e-15 


Match length 


84 


% identity 


88 


NCBI Description 


A.sativa (Pewi) ASTCP-K36 mRNA for ■ 


Seq. No. 


303825 


Seq. ID 


nbm700472728.hl 


Method 


BLASTX 


NCBI GI 


g3249064 


BLAST score 


183 


E value 


4.0e-14 


Match length 


51 



t complex polypeptide 



% identity 

NCBI Description 



57 

(AC004473) Strong similarity to trehalose-6-phosphate 
synthase homolog gb_2245136 from A. thaliana chromosome 4 
contig gb Z97344. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST ~score 

E value 

Match length 

% identity 

NCBI Description 



303826 

nbm700472733.hl 

BLASTX 

g3820614 

164 

1.0e-ll 

97 

40 

(AF094516) El-like protein [Homo sapiens] 



42958 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303827 

nbm700472818.hl 

BLASTX 

g4506221 

163 

2.0e-ll 

66 

47 

proteasome (prosome, macropain) 26S subunit, non-ATPase, 12 
>gi_1945611_dbj_BAA19749_ (AB003103) 26S proteasome subunit 
p55 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303828 

nbm700472831.hl 

BLASTN 

g2865393 

42 

2.0e-14 

86 

87 

Zea mays basic leucine zipper protein (liguleless2) mRNA, 
complete cds 



Seq. No. 


303829 


Seq. ID 


nbm700472844.hl 


Method 


BLASTX 


NCBI GI 


g3776011 


BLAST score 


289 


E value 


3.0e-26 


Match length 


91 


% identity 


62 


NCBI Description 


(AJ010469) RNA helicase 


Seq. No. 


303830 


Seq. ID 


nbm700472871.hl 


Method 


BLASTX 


NCBI GI 


g3249109 


BLAST score 


210 


E value 


5.0e-17 


Match length 


46 


% identity 


83 


NCBI Description 


(AC003114) Contains simi. 



ity to pre-mRNA splicing factor 
(SF2) , P33 subunit gb_M72709 from Homo sapiens. ESTs 
gb__T42588 and gb_R65514 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303831 

nbm700472874.hl 

BLASTX 

g3668092 

310 

1.0e-28 

71 

80 

(AC004667) unknown protein [Arabidopsis thaliana] 



Seq. No. 



303832 



42959 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



nbm700472952.hl 

BLASTX 

gl00440 

204 

1.0e-16 

39 

95 

heat shock protein 70 (clone D7) - potato (fragment) 

>gi__100441_pir S21363 heat shock protein 10 (clone D3) - 

potato (fragment) >gi_21477_emb_CAA78036_ (Z11984) 70-kD 
heat shock protein [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303833 

nbm700472961.hl 

BLASTX 

g2791834 

217 

4.0e-18 

42 

100 

(AF041463) elongation factor 1-alpha [Manihot esculenta] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303834 

nbm700472970.hl 

BLASTX 

g4558549 

364 

3.0e-35 

82 

88 

(AC007138) putative SecA-type chloroplast protein transport 
factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303835 

nbm700473003.hl 
BLASTX 

g3024657 '-• 
246 

5.0e-23 

70 

86 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 
>gi_2668740 (AF034944) translation initiation factor; GOS2 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303836 

nbm700473036.hl 

BLASTX 

g!762130 

227 

6.0e-19 

77 

70 

(U46136) chaperonin-60 beta subunit [Solanum tuberosum] 



Seq. No. 
Seq. ID 



303837 

nbm700473041.hl 



42960 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.. No. ~ 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4587584 

251 

9.0e-22 

98 

53 

(AC007232) 



unknown protein [Arabidopsis thaliana] 



303838 

nbm700473042.hl 

BLASTX 

g2920587 

271 

4.0e-24 

95 

54 

(AF038362) TBP-associated factor 172 
>gi_2995136_emb_CAA04475_ (AJ001017) 
sapiens] 



[Homo sapiens] 
TAFII170 [Homo 





Seq. No. 


303839 


fn 


Seq. ID 


nbm700473054.hl 




Method 


BLASTX 


1 


NCBI GI 


g286122 




RT AQT ornrp 
DLnO x quuic 


219 


O 


E value 


6.0e-36 




Match length 


77 




% identity 


93 




NCBI Description 


(D14576) glutamine synthetase [Zea mays] 




Seq. No. 


303840 




Seq. ID 


nbm700473113.hl 




Method 


BLASTX 




NCBI GI 


g4512667 




BLAST score 


179 




E value 


1.0e-13 




Match length 


40 




% identity 


85 




NCBI Description 


(AC006931) putative MAP kinase [Arabidopsis 




Seq. No. 


303841 




Seq. ID 


nbm700473245.hl 




Method 


BLASTX 




NCBI GI 


g2191150 




BLAST score 


144 




E value 


3.0e-09 




Match length 


94 




% identity 


40 




NCBI Description 


(AF007269) similar to mitochondrial carrier 






[Arabidopsis thaliana] 




Seq. No. 


303842 




Seq. ID 


nbm700473253.hl 




Method 


BLASTX 




NCBI GI 


g3228517 




BLAST score^ 


340 




E value 


3.0e-32 



42961 





Match length 


76 




■ % identity 


83 




NCBI Description 


/ 7\ T^fs ATTOO \ t?i rn itj t vr T7\ ■>-» ~-\ V-\ ■! r\ s~\-r~\ c -1 o f Via 1 n anal 

(ArOU / loo) riiiiiN i_AraDiciopsis unaj-iaiidj 




Seq. No. 


O A O O A O 

303843 




Seq. ID 


nJDiti/uu4 /jz / o . ni 




Method 


BLASTN 




NCBI GI 


g293888 




BLAST score 


180 




E value 


6.0e-97' 




Match length 


191 




% identity 


99 




NCBI Description 


Zea mays, glyceralaenyae— 0— pnospnare aenyarogena.se iuiuma, 






ena ^cione ia/iir^zj 




Seq. No. 


O A O O A A 

303844 




Seq. ID 


nDiti / UU4 / JJio. ni 




Method 


BLASTN 




NCBI GI 


g4206305 




BLAST score 


43 


«? 


E value 


5 . Oe-lo 


yl 


Match length 


199 


:rf T = ■ - 


% identity 


80 


IP 


NCBI Description 


Zea mays retrotransposon Liniui-i/ coiup-Lere sequence 


s 


Seq. No. 


303845 




Seq. ID 


nom/0U4 /Jo/D.ni 


yi 


Method 


BLASTX 


s 


NCBI GI 


gl076746 




BLAST score 


205 




E value 


2.0e-29 


O 


Match length 


92 


EI 


% identity 


80 


o 


NCBI Description 


heat shock protein 70 - rice (fragment) 




>gi 7 63160 emb CAA47948 (X0//II) neat snocK protein /u 


Q 




[Oryza sativa] 




Seq. No. 


303846 




Seq. ID 


njom/UU4 /o4oy t ni 




Method 


BLASTX 




NCBI GI 


g3800878 




BLAST score 


334 




E value 


2.0e-31 




Match length 


82 




% identity 


79 




NCBI Description 


(AF096281) threonine dehydratase /deaminase [Arabidopsxs 






tnaliana J 




Seq. No. 


303847 




Seq. ID 


nom/uu4 / oozj.iu 




Method 


BLASTX 




NCBI GI 


g3337352 




BLAST score 


215 




E value 


2.0e-17 




Match length 


66 



% identity 

NCBI Description 



67 

(AC004481) putative chromatin structural protein SuptShp 



42962 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303848 

nbm700473524.hl 

BLASTX 

g225587 

284 

9.0e-37 

91 
84 

tubulin alpha [Physarum sp.] 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303849 

nbm700473563.hl 

BLASTX 

g2583129 

162 

2.0e-21 

59 

93 

(AC002387) putative methionine aminopeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303850 

nbm700473580.hl 

BLASTX 

g3860277 

142 

3.0e-09 

35 

77 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 


303851 


Seq. ID 


nbm700473589.hl 


Method 


BLASTX 


NCBI GI 


g2914706 


BLAST score 


219 


E value 


4.0e-18 


Match length 


61 


% identity 


59 


NCBI Description 


(AC003974) putative homeobox ; 


Seq. No. 


303852 


Seq. ID 


nbm700473737.hl 


Method 


BLASTX 


NCBI GI 


g2492526 


BLAST score 


272 


E value 


3.0e-24 


Match length 


84 


% identity 


32 


NCBI Description 


HYPOTHETICAL 93.1 KD PROTEIN 



>gi_2131732_pir S64785 hypothetical protein YLL034c - 

yeast (Saccharomyces cerevisiae) >gi_1360222_emb_CAA97483_ 
(Z73139) ORF YLL034c [Saccharomyces cerevisiae] 



42963 





Seq. No. 


n a o o c o 

303ob 5 




Seq. ID 


nbm700473744.hl 




Method 


BLASTX 




NCBI GI 


g4581164 




BLAST score 


151 




E value 


5 . Oe-10 




Match length 


64 




% -identity 


50 




NCBI Description 


(ACQOozzO) putative poiyprotzem LAraDiaupbib Liiaixanaj 




Seq. No. 


303854 




Seq. ID 


nbm700473775.hl 




Method 


BLASTN 




NCBI GI 


gl68456 




BLAST score 


127 




E value 


2 . Oe-65 




Match length 


164 




% identity 


95 




NCBI Description 


Z.mays cell wall protein iukna, o ena 


yj 
y = 


Seq. No. 


o n o o c c 


yj 


Seq. ID 


nbm700473780.hl 




Method 


BLASTX 




NCBI GI 


g3776025 




BLAST score 


292 




E value 


1.0e-26 




Match length 


71 




% identity 


82 


5 


NCBI Description 


(AJ010474) RNA helicase [Arabidopsis thaliana] 


: sssr 


Seq. No. 


303856 


If 551 


Seq. ID 


nbm700473794.hl 




Method 


BLASTX 


n 


NCBI GI 


gl30186 




BLAST score 


387 




E value 


6.0e-39 




Match length 


95 




% identity 


90 




NCBI Description 


PHYTOCHROME A >gi 82715 pir JQOJoz pnytoenrome a mai, 




Seq. No. 


•^rt n 

303857 




Seq. ID 


nbm700473847.hl 




Method 


BLASTX 




NCBI GI 


gl839188 




BLAST score 


215 




E value 


7.0e-18 




Match length 


59 




% identity 


66 




NCBI Description 


(U86081) root hair defective 3 [Arabidopsis thaliana] 




Seq. No. 


303858 




Seq. ID 


nbm700473907.hl 




Method 


BLASTX 




NCBI GI 


g3319340 




BLAST score 


189 




E value 


2.0e-14 



42964 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



63 
60 

(AF077407) contains similarity to E. coli cation transport 
protein ChaC (GB:D90756) [Arabidopsis thaliana] 

303859 

nbm700473979.hl 

BLASTX 

gll75470 

142 

5.0e-09 

46 

54 

HYPOTHETICAL 37.3 KD PROTEIN C22G7.10 IN CHROMOSOME I 

>gi_2130331_pir S62454 hypothetical protein SPAC22G7.10 - 

fission yeast (Schizosaccharomyces pombe) 

>gi_1009460_emb_CAA91134.1_ (Z54328) hypothetical protein 
[Schizosaccharomyces pombe] 

303860 

nbm7G0473991.hl 

BLASTX 

g4185740 

274 

2.0e-24 

73 

66 

(AF079999) putative glutamate receptor [Arabidopsis 
thaliana] v 

303861 

nbm700474023.hl 

BLASTX 

gl706473 

191 

5.0e-15 

36 

100 

DNAJ PROTEIN HOMOLOG 1 (HDJ-1) (HEAT SHOCK PROTEIN 40) 

(HSP40) >gi_542840_pir JN0912 heat-shock protein hsp40 - 

human >gi_575891_dbj_BAA084 95_ (D49547) HSP40 [Homo 
sapiens] >gi_1816452_dbj__BAA12819_ (D85429) heat shock 
protein 40 [Homo sapiens] 

303862 

nbm700474077.hl 

BLASTN 

gll43704 

46 

2.0e-17 

82 
95 

Z.mays mRNA for homeobox 2a protein 
303863 

nbm700474104.hl 
BLASTX 



42965 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll3621 
166 

4.0e-12 

33 
97 

FRUCTOSE-BISPHOSPHATE ALDOLASE , CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303864 

nbm700474207.hl 

BLASTX 

g2317902 

212 

1.0e-17 

64 

64 

(U89959) hypothetical protein [Arabidopsis thaliana] 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303865 

nbm700474287.hl 

BLASTX 

g4567095 

144 

1.0e-09 

55 

56 

(AF129516) fertilization-independent endosperm protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303866 

nbm700474296.hl 

BLASTX 

g4006926 

155 

7.0e-ll 

36 
69 

(Z99708) putative protein (fragment) 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303867 

nbm700474475.hl 

BLASTN 

g4519189 

42 

1.0e-14 

70 
90 

Arabidopsis thaliana genomic 
K5A21, complete sequence 



DNA, chromosome 5, TAC clone: 



Seq. No. 
Seq. ID 
Method 



303868 

nbm700474509.hl 
BLASTX 



42966 



NCBI GI g4567283 

BLAST score 152 

E value 2.0e-10 

Match length 33 

% identity 7 9 

NCBI Description (AC006841) unknown protein [Arabidopsis thaliana] 

Seq. No. 303869 

Seq. ID nbm700474581.hl 

Method BLASTN 

NCBI GI g3650465 

BLAST score 160 

E value 7.0e-85 

Match length 263 

% identity 97 

NCBI Description Zea mays histone deacetylase HD2-p39 (HD2) gene, complete 
cds 

Seq. No. 303870 

Seq. ID nbm700474862.hl 

Method BLASTX 

NCBI GI g4115377 

BLAST score 226 

E value 7.0e-19 

Match length 70 

% identity 67 

NCBI Description (AC005967) unknown protein [Arabidopsis thaliana] 

Seq. No. 303871 

Seq. ID nbm700474941.hl 

Method BLASTX 

NCBI GI g2827514 

BLAST score 336 

E value 8.0e-32 

Match length 91 

% identity 69 

NCBI Description (AL021633) predicted protein [Arabidopsis thaliana] 

Seq. No. 303872 

Seq. ID nbm700474976.hl 

Method BLASTX 

NCBI GI g4582435 

BLAST score 145 

E value 1.0e-09 

Match length 39 

% identity 64 

NCBI Description (AC007196) putative selenium-binding protein [Arabidopsis 
thaliana] 

Seq. No. 303873 

Seq. ID nbm700474991.hl 

Method BLASTX 

. NCBI GI g4586105 

BLAST score 152 

E value 7.0e-18 

Match length 88 

% identity 48 



42967 



NCBI Description (AL04 9638) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303874 

nbm700474995.hl 

BLASTX 

gl703115 

170 

2.0e-12 

32 

100 

ACT IN 3 >gi_2129526_pir S68112 actin 3 - Arabidopsis 

thaliana >gi_1145695 (U39480) actin [Arabidopsis thaliana] 
>gi_3236244 (AC004 684) actin 3 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303875 

nbm700475096.hl 

BLASTX 

gl00489 

142 

5.0e-09 

96 

29 

transposase Tam3 - garden snapdragon transposon Tam3 
>gi_16064_emb_CAA38906_ (X55078) Tam3-transposase 
[Antirrhinum ma jus] >gi_3219237__dbj_BAA28817 . 1_ (AB013982) 
transposase [Antirrhinum ma jus] >gi_3219239_dbj_BAA28818 . 1 
(AB013983) transposase [Antirrhinum majus] 
>gi_3219241_dbj_BAA28819.1_ (AB013984) transposase 
[Antirrhinum majus] >gi_3219244_dbj_BAA28820 . 1_ (AB013986) 
transposase [Antirrhinum majus] >gi_3219249_dbj__BAA28821 . 1 
(AB013990) transposase [Antirrhinum majus] 
>gi_3219251_dbj_BAA28822.1_ (AB013991) transposase 
[Antirrhinum majus] >gi_3219256_dbj_BAA28823 . 1_ (AB013995) 
transposase [Antirrhinum majus] >gi_32 1925 9_dbj_BAA28 824 . 1 
(AB013997) transposase [Antirrhinum majus] 



Seq. No. 


303876 


Seq. ID 


nbm700475208.hl 


Method 


BLASTX 


NCBI GI 


g553073 


BLAST score 


364 


E value 


5.0e-35 


Match length 


90 


% identity 


83 


NCBI Description 


(M94481) reverse ■ 


Seq. No. 


303877 


Seq. ID 


nbm700475328.hl 


Method 


BLASTX 


NCBI GI 


gll2994 


BLAST score 


180 


E value 


2.0e-13 


Match length 


36 


% identity 


100 


NCBI Description 


GLYCINE-RICH RNA- 



>gi_82685__pir S04536 embryonic abundant protein, 



42968 



Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



glycine-rich - maizis >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

303878 

nbm700475374.hl 

BLASTX 

g3738339 

176 

5.0e-13 

55 

71 

(AC005170) putative kinase [Arabidopsis thaliana] 



303879 

nbm700475383.hl 

BLASTN 

g602252 

71 

3.0e-32 

111 

92 

Zea mays enolase (eno2) 



itiRNA/ complete cds 



303880 

nbm700475429.hl 

BLASTX 

g4581164 

165 

1.0e-ll 

62 
50 

(AC006220) putative polyprotein [Arabidopsis thaliana] 
303881 

nbm700475439.hl 

BLASTN 

g3687405 

42 

1.0e-14 

54 
94 

Lycopersicon esculentum mRNA for hypothetical protein 
303882 

nbm700475440.hl 

BLASTX 

g!076634 

314 

3.0e-29 

76 

80 

protein-serine/threonine kinase NPK15 - common tobacco 
>gi_505146_dbj_BAA06538_ (D31737) protein-serine/threonine 
kinase [Nicotiana tabacum] 



42969 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303883 

nbm700475549.hl 

BLASTX 

g2829910 

146 

2.0e-09 
51 
.53 
(AC002291) 
chromosome 



Unknown protein, contains regulator of 
condensation motifs [Arabidopsis thaliana] 



Seq. No. 


o n o o o a 


Seq. ID 


nDm/004 fob /U . nl 


Method 


BLASTX 


NCBI GI 


g2760844 


BLAST score 


281 


E value 


3. Oe-25 


Match length 


102 


% identity 


51 


NCBI Description 


(AC003105) hypothetical protein [Arabidopsis - 


Seq. No. 


303885 


Seq. ID 


nbm700475674 .hi 


Method 


BLASTX 


NCBI GI 


g3776029 


BLAST score 


254 


E value 


4.0e-22 


Match length 


58 


% identity 


83 


NCBI Description 


(AJ010476) RNA helicase [Arabidopsis thaliana 


Seq. No. 


303886 


Seq. ID 


nbm700475846.hl 


Method 


BLASTX 


NCBI GI 


gl709129 


BLAST score 


387 


E value 


1.0e-37 


Match length 


96 


% identity 


74 


NCBI Description 


GLYCOGEN SYNTHASE KINASE-3 HOMOLOG MSK-3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



>gi_481018_pir S37642 protein kinase MSK-3 (EC 2.7.1.-) 

alfalfa >gi_313148__emb_CAA48472_ (X68409) protein kinase 
[Medicago sativa] 

303887 

nbm700475866.hl 

BLASTX 

g4415929 

231 

2.0e-19 

97 

45 

(AC006418) hypothetical protein [Arabidopsis thaliana] 
303888 

nbm700475904.hl 
BLASTX 



42970 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4502325 
257 

2.0e-22 

84 

63 

ataxia telangiectasia and Rad3 related 
>gi_1653996_emb_CAA70298_ (Y09077) atr [Homo sapiens] 
>gi_1666240 (U76308) protein kinase ATR [Homo sapiens] 

303889 

nbm700475913.hl 

BLASTX 

g3982634 

454 

1.0e-45 

88 
100 

(AF056161) disease resistance gene analog PIC21 [Zea mays] 
303890 

nbm700475925.hl 

BLASTX 

g2213643 

155 

8.0e-ll 

38 
84 

(U57338) glossyl homolog [Oryza sativa] 
303891 

nbm700475984.hl 

BLASTX 

gl!3334 

250 

9.0e-22 

83 

58 

ALPHA-ADAPTIN A (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 
ALPHA-A LARGE CHAIN) (100 KD COATED VESICLE PROTEIN A) 
(PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPTIN ALPHA A SUBUNIT) 

>gi_90291_pir A30111 alpha-adaptin A - mouse 

>gi_49878_emb_CAA33096__ (X14971) alpha-adaptin (A) (AA 
1-977) [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



303892 

nbm700476035.hl 

BLASTX 

g3402697 

309 

1.0e-28 

88 
69 

(AC004261) putative phosphatidylinositol-4-phosphate 
5-kinase [Arabidopsis thaliana] 

303893 

nbm700476038.hl 



42971 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. r ' 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g474009 

70 

3.0e-31 

98 
93 

Rice mRNA, partial homologous to ribosomal protein S19 gene 
303894 

nbm700476093.hl 

BLASTX 

g4138131 

173 

1.0e-12 

72 

50 

(AJ011828) NDX1 homeobox protein [Lotus japonicus] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303895 

nbm700476111.hl 

BLASTX 

g3043415 

391 

4-.0e-38 

76 
97 

(Y17053) At-hsc70-3 [Arabidopsis thaliana] 
303896 

nbm700476125.hl 

BLASTX 

gl871195 

334 

2.0e-31 

100 

60 

(U90439) Ca++ dependent protein kinase isolog [Arabidopsis 
thaliana] >gi_2335093 (AC002339) putative calcium-dependent 
protein kinase [Arabidopsis thaliana] 

303897 

nbm700476233.hl 

BLASTX 

g3152572 

183 

4.0e-14 

53 
75 

(AC002986) Contains homology to DNAJ heatshock protein 
gb_U32803 from Haemophilus influenzae. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



303898 

nbm700476288.hl 

BLASTX 

g3193224 

158 



42972 



E value 


7 flo— 1 1 


Match length 


DO 


=5 identity 


ou 


NCBI Description 


( a'cn^P 971 ^ mn-f-T "hriTn^] /^rr pmci^ r Dm <3rvnh i 1 3 mpl anocrasterl 

In]! UDO^ / 1 / ILL Li Llj llwi.lLwJ.wy ITllO^. [UJ-UOU^llXXO. 1LLC luliuyuu l_^J_ J 


Seq. No. 




Can T n 

oeq. lu 


HURL / U U *± / OJJU .ill 


Method 




NCBI GI 


g4105131~ 


BLAST score 


194 


E value 


A Plo — 1 ^ 


Match length 


4 0 


% identity 


o Z 


NCrSi Description 


VrirU4000yy wipw piOUcdbc [DpiilaLla (Jlciauca j 


Seq. No. 


q m on n 


Seq. ID 


*->Vvm7 n n /l 7 Qfi Vt1 

noiti / UU4 / ooy u . ni 


Method 


BLASTN 


NCBI GI 


g349717 


BLAST score 


75 


E value 


1 H r-, OA 

1 . ue- 


Matcn lengtn 


7 o 

/ y 


% identity 


yy 


NCBI Description 


^ea mays cytocnrome c ^ou ^oyp/o^ iiLiu.N.tt./ ouillpxcl-c; ww.o 


Seq. No. 


juoyui 


Seq. ID 


noni /UU4 / dooo . ni 


Method 


DT TV CPV 


NCBI GI 


g4boUoyo 


BLAST score 


189 


E value 


1.0e-14 


Matcn lengtn 


A 7 

4 / 


% identity 




NCBI Description 


(ACUU/l/l) putative Kinesm- reiatea protein [HraDiaops. 




thaliana] 


Seq. No. 


juoyuz 


beq. id 


noiri / uu4 / Do^ft . ni 


Method 


BLAblX 


NCBI GI 


g2462744 


BLAST score 


215 


E value 


l . ue— l / 


Match lengtn 


yo 


% identity 


4i 


Nubi Description 


(/\L-uuzzyzj nypotneticai protein [ArdJjiuupbj.i5 t,iictxxcti.icij 


Seq. No. 




Seq. ID 


noia / UU4 / oo/i. ni 


Method 


BLASTX 


NCBI GI 


golozbyb 


BLAST score 


304 


tj vaiue 


o . ue z o 


Match length 


91 


% identity 


64 


NCBI Description 


(AC002986) Similar to D. melanogaster sno gene gb__U957 




EST gb N97148 and gb Z26221 come from this gene. 




[Arabidopsis thaliana] 



42973 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303904 

nbm700476677.hl 

BLASTX 

gl698582 

289 

3.0e-26 
73 

81 ' 

(U60767) integral membrane protein OsNramp3 [Oryza sativa] 
303905 

nbm700476693.hl 

BLASTX 

g3915519 

400 

3.0e-39 

92 

83 

PUTATIVE PRE-MRNA SPLICING FACTOR RNA HELICASE C04H5.6 
>gi_3873886_emb_CAB03819_ (Z81457) similar to Helicases 
conserved C-terminal domain; cDNA EST yk272fl.3 comes from 
this gene; ,cDNA EST yk410g7.3 comes from this gene; cDNA 
EST yk410g7l5 comes from this gene; cDNA EST yk316b6.3 
comes from this gene; cDNA. . . >gi_3873945_emb_CABG3845_ 
(281462) similar to Helicases conserved C-terminal domain; 
cDNA EST yk272fl.3 comes from this gene; cDNA EST yk410g7.3 





comes from this gene; cDNA 


EST 




gene; cDNA EST yk316b6.3 comes 


Seq. No. 


303906 




Seq. ID 


nbm700476718.hl 




Method 


BLASTN 




NCBI GI 


g4160401 




BLAST score 


45 




E value 


3.0e-16 




Match length 


61 




% identity 


93 




NCBI Description 


Zea mays eIF-5 gene, exons 


1-2 


Seq. No. 


303907 




Seq. ID 


nbm700476753.hl 




Method 


BLASTX 




NCBI GI 


g2529678 




BLAST score 


212 




E value 


2.0e-17 




Match length 


68 




% identity 


65 




NCBI Description 


(AC002535) unknown protein 


[Ar, 


Seq. No. 


303908 




Seq. ID 


nbm700476781.hl 




Method 


BLASTX 




NCBI GI 


g3413719 




BLAST score 


180 




E value 


2.0e-13 




Match length 


53 





[Arabidopsis thaliana] 



42974 



% identity 

NCBI Description 



68 

(AC004747) unknown protein [Arabidopsis thaiiana] 
>gi_3643592 (AC005395) unknown protein [Arabidopsis 
thaiiana] 



Seq. No. 




Seq. ID 


nom / uu4/Dozz. nx 


Method 


BLASTX 


NCBI GI 


gi 3d ozoy 


BLAST score 


lyz 


E value 


3 . Oe-lo 


Match length 


Ob 


% identity 


r i 
Dl 


NCBI Description 


(U10245) putative RNA helicase A 


Seq. No. 


ou jyiu 


Seq. ID 


i JIT /"DO O 1_ 1 

nbm/ 0047 682 8 .hi 


Method 


BLASTX 


NCBI GI 


g4o3y4 /U 


BLAST score 


179 


E value 


2 . Oe-13 


Match length 


/ O 


% identity 


4y 


NCBI Description 


(AL049500) hypothetical protein 


Seq. No. 


303911 


Seq. ID 


nbm700476837 .hi 


Method 


BLASTX 


NCBI GI 


C C 1 AAA 

g551444 


BLAST score 


392 


E value 


3. Oe-38 


Match length 


97 


% identity 


75 


NCBI Description 


(X79365) protein MFP-b [Cucumis ; 


Seq. No. 


303912 


§£q. ID 


nbm7IK)477049.hl 


Method 


BLASTX 


NCBI GI 


g3420753 


BLAST score 


299 


E value 


2.0e-27 


Match length 


95 


% identity 


60 


NCBI Description 


(AFU/944y) TBP-associatea ractor 




discoideuin] 


Seq. No. 


303913 


Seq. ID 


nbm700477113.hl 


Method 


BLASTX 


NCBI GI 


gl421730 


BLAST score 


173 


E value 


6. Oe-13 ; 


Match length 


40 


% identity 


75 


NCBI Description 


(U43082) RF2 [Zea mays] 



A [Dictyostelium 



Seq. No. 



303914 



42975 



Seq. ID nbm700477150.hl 
Method BLASTX 



NCBI GI 


g4090259 


BLAST score 


296 


E value 


5.0e-27 


Match length 


100 


% identity 


58 


NCBI Description 


(AJ131733) ubiquitm-conj ugarmg enzyme, LfseuaoLbuyd 




menziesii] 


Seq. No, 


303915 


Seq. ID 


nbm700477184.hl 


Method 


BLASTN 


NCBI GI 


gl68480 


BLAST score 


145 


E value 


4.0e-7 6 


Match length 


169 


% identity 


76 


NCBI Description 


Maize embryo globulin S allele ( /S-like) mKNA, compiere 


Seq. No. 


303916 


Seq. ID 


nbm700477280.hl 


Method 


BLASTX 


NCBI GI 


g2589164 


BLAST score 


187 


E value 


1.0e-14 


Match length 


39 


% identity 


97 


NCBI Description 


(D88452) aldehyde oxidase-2 [Zea mays] 


Seq. No. 


303917 


Seq. ID 


nbm700477309.hl 


Method 


BLASTX 


NCBI GI 


g729671 


BLAST score 


193 


E value 


2.0e-25 


Match length 


98 


% identity 


60 


NCBI Description 


HISTONE H2A >gi 473603 (U08225) histone H2A [Zea mays] 


Seq. No. 


303918 


Seq. ID 


nbm700477435.hl 


Method 


BLASTX 


NCBI GI 


g4580397 


BLAST score 


195 


E value 


3.0e-15 


Match length 


51 


% identity 


71 


NCBI Description 


(AC007171) putative RNA helicase [Arabidopsis thaliana] 


Seq. No. 


303919 


Seq. ID 


nbm700477580.hl 


Method 


BLASTX 


NCBI GI 


g4585981 


BLAST score 


215 


E value 


1.0e-17 


Match length 


93 



42976 



% identity 55 

NCBI Description (AC005287) similar to Na+/H+-exchanging proteins 
[Arabidopsis thaiiana] 





Seq. No. 


303920 




Seq. ID 


nbm / (JU4//b/z. ni 




Method 


BLASTX 




NCBI GI 


g3169835 




BLAST score 


lay 




E value 


4 . Oe-11 




Match length 


35 




% identity 


o y 




NCBI Description 


(ArUJi^oJ) near. snocK protein tu [Hjupj-ui-eo dtJuiuuxaLuo. 




Seq. No. 


303921 




Seq. ID 


nbm/ 004 / / / 4 o . nl 




Method 


BLASTX 




NCBI GI 


g4008159 




BLAST score 


IOC 

loo 


if 


E value 


4 , Oe-14 




Match length 


40 


y = 


% identity 


90 


CO 


NCBI Description 


(AB015601) DnaJ homolog [Salix gilgiana] 




Seq. No. 


303922 




Seq. ID 


nbm700477842 .hi 




Method 


BLASTX 


= 


NCBI GI 


g3885341 


s 


BLAST score 


238 




E value 


3.0e-20 




Match length 


87 




% identity 


49 


K 


NCBI Description 


(AC005623) unknown protein [Arabidopsis thaiiana] 


F- 


Seq. No. 


303923 




Seq. ID 


nbm700477929.nl 




Method 


BLASTX 




NCBI GI 


g21479 




BLAST score 


317 




E value 


1.0e-29 




Match length 


60 




% identity 


98 




NCBI Description 


(211985) 70-Kd heat shock protein [Solanum tuberosum] 




Seq. No. 


303924 




Seq. ID 


nbm700477946.hl 




Method 


BLASTX 




NCBI GI 


g4469009 




BLAST score 


295 




E value 


6.0e-27 




Match length 


71 




% identity 


77 




NCBI Description 


(AL035602) putative protein [Arabidopsis thaiiana] 




Seq. No. 


303925 




Seq. ID 


nbm700478010.hl 




Method 


BLASTX 



42977 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seej. No. 

Se'q. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4587553 
148 

2.0e-ll 

84 

54 

(AC006577) F15I1.20 [Arabidopsis thaliana] 
303926 

nbm700478035.hl 

BLASTX 

gl709619 

227 

6.0e-24 

87 

63 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) / 
DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE-PROTEIN GLYCOTRANSFERASE 
(GLYCOSYLATION SITE-BINDING CHAIN) (GSBP) 

>gi_2146814_pir S69181 protein disulfide isomerase (EC 

5.3.4.1) precursor - maize >gi_625148 (L39014) protein 
disulfide isomerase [Zea mays] 

303927 

nbm700478058.hl 
BLASTN 
g296593 
55 

3.0e-22 
75 
93 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description H. vulgare pZE4 0 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303928 

ntr700071604.hl 

BLASTX 

g2660670 

304 

5.0e-28 

84 

39 

(AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



303929 

ntr700071690.hl 

BLASTN 

g2894376 

63 

5.0e-27 

207 

83 

Hordeum vulgare DNA for chromosome 4H 
303930 

ntr700071723.hl 

BLASTX 

g2244749 



42978 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



273 

2.0e-24 

55 

93 

(Z97335) 



hydroxymethyltransferase [Arabidopsis thaliana] 



303931 

ntr700071849.hl 

BLASTX 

g2495171 

185 

4.0e-14 

57 

70 

DELTA- AMINOLEVULINIC ACID DEHYDRATASE PRECURSOR 
(PORPHOBILINOGEN SYNTHASE) (ALADH) 

>gi_1041423_emb_CAA63139_ (X92402) aminolevulinate 
dehydratase [Hordeum vulgare] 

303932 

ntr700071887.hl 

BLASTN 

g440170 

189 

1.0e-102 

197 

99 

Z.mays (C6000237) trpA gene 
303933 

ntr700071955.hl 

BLASTX 

g3122753 

254 

2.0e-22 

56 

80 

60S RIBOSOMAL PROTEIN L44 >gi_2244789__emb_CAB10211 . 1_ 
(Z97336) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 303934 

Seq. ID ntr700072044.hl 

Method BLASTX 

NCBI GI g4115373 

BLAST score 243 

E value 7.0e-21 

Match length 91 

% identity 28 

NCBI Description (AC005967) receptor-like protein kinase [Arabidopsxs 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



303935 

ntr700072052.hl 

BLASTX 

g66615 

253 

3.0e-22 



42979 



Match length 48 
% identity 100 

NCBI Description glutathione transferase (EC 2.5.1.18) I - maize 



Seq. No. 


303936 


Seq. ID 


ntr700072125.hl 


Method 


BLASTN 


NCBI GI 


gloloo 73 


BLAST score 


54 


E value 


l . ue-zi 


Match length 


/u 


% identity 


94 


NCBI Description 


IxQa. mays Dcia U giUuUblUdbc ^yiUl/ ±iiliuh i 




transposon 1, complete sequence 


Seq. No. 


303937 


Seq. ID 


ntr / uu0/zl4z.nl 


Method 


BLASTN 


NCBI GI 


g451192 


BLAST score 


45 


E value 


3 . Oe-16 


Match length 


103 


% identity 


88 


NCBI Description 


Tnticum aestivum (wall/) mRNA, o ena, partial cas 


Seq. No. 


303938 


Seq. ID 


ntr700072148 .hi 


Method 


BLASTX 


NCBI GI 


g4335756 


BLAST score 


228 


E value 


4.0e-19 


Match length 


78 


% identity 


58 


NCBI Description 


(AC006284) putative anJcyrm [AraDiaopsis rnaiianaj 


Seq. No. 


303939 


Seq. ID 


ntr700072242 .hi 


Method 


BLASTX 


NCBI GI 


g3395440 


BLAST score 


218 


E value 


6. Oe-18 


Match length 


91 


% identity 


51 


NCBI Description 


(AC004683) hypothetical protein [Arabidopsis thaliana, 


Seq. No* 


303941) 


Seq. ID 


ntr700072255.hl 


Method 


BLASTX 


NCBI GI 


g3341679 


BLAST score 


207 


E value 


1. 0e-16 


Match length 


58 


% identity 


62 


NCBI Description 


(AC003672) dynamin-like protein phragmoplastin 12 




[Arabidopsis thaliana] 



Seq. No. 303941 



42980 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ntr700072261.hl 

BLASTX 

g4263722 

291 

2.0e-36 

93 

80 

(AC006223) putative glucan synthase 



[Arabidopsis thaliana] 



303942 

ntr700072265.hl 

BLASTX 

gll70373 

207 

6.0e-17 

42 

100 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473__pir S 4 6302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 



Seq. No. 


303943 


Seq. ID 


ntr700072303.h2 


Method 


BLASTX 


NCBI GI 


g2921304 


BLAST score 


171 


E value 


2.0e-12 


Match length 


55 


% identity 


64 


NCBI Description 


(AF033496) herbicide safener binding protein [Zea 


Seq. No. 


303944 


Seq. ID 


ntr700072312.h2 


Method 


BLASTN 


NCBI GI 


gl256711 


BLAST score 


78 


E value 


5.0e-36 


Match length 


195 


% identity 


87 


NCBI Description 


Zea mays O-methyl transferase (OMT) gene, complete 


Seq. No. 


303945 


Seq. ID 


ntr700072316.h2 


Method 


BLASTN 


NCBI GI 


gll84775 


BLAST score 


108 


E value 


5.0e-54 


Match length 


158 


% identity 


95 


NCBI Description 


Zea mays glyceraldehyde-3-phosphate dehydrogenase 




(gpc4) mRNA, complete cds 


Seq. No. 


303946 


Seq. ID 


ntr700072326.h2 


Method 


BLASTX 


NCBI GI 


g3264596 



cds 



42981 



BLAST score 


153 




E value 


2 . Oe-10 




Match length 


58 




% identity 


59 


putative tonoplast aquaporin 


NCBI Description 


(AF057183) 


Seq. No. 


303947 




Seq. ID 


ntr700072383.hl 


Method 


BLASTX 




NCBI GI 


g3510251 




BLAST score 


285 




E value 


9.0e-26 




Match length 


97 




% identity 


54 


unknown protein [Arabidopsis 


NCBI Description 


(AC005310) 


Seq. No. 


303948 




Seq. ID 


ntr7000724! 


36. hi 


Method 


BLASTX 




NCBI GI 


g729135 




BLAST score 


207 




E value 


1.0e-16 




Match length 


69 




% identity 


65 




NCBI Description 


CAFFEIC ACID 3-O-METHYLTRANSFERASE 



3-O-METHYLTRANSFERASE) {COMT) >gi_283034_pir S28612 

catechol O-methyltransf erase (EC 2.1.1.6) - maize 
>gi_168532 (M73235) O-methyltransf erase [Zea mays] 



Seq. No. 


303949 


Seq. ID 


ntr700072490.hl 


Method 


BLASTX 


NCBI GI 


g3242717 


BLAST score 


179 


E value 


2.0e-13 


Match length 


70 


% identity 


50 


NCBI Description 


(AC003040) putative . 


Seq. No. 


303950 


Seq. ID 


ntr700072496.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


35 


E value 


2. 0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA 


Seq. No. 


303951 


Seq. ID 


ntr700072555.hl 


Method 


BLASTN 


NCBI GI 


g4007864 


BLAST score 


256 


E value 


1.0e-142 


Match length 


284 



42982 



% identity 98 

NCBI Description Zea mays HRGP gene f AC1503 line 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303952 

ntr700072563.hl 
BLASTX 
g465012 
'"Ht69 
5.0e-12 
48 
65 

URICASE II CLONE PCCLNUO-02 (URATE OXIDASE) 

>gi_1086285_pir S38910 uricase - Canavalia lineata 

>gi_432631_emb_CAA53905_ (X76287) uricase [Canavalia 
lineata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



303953 

ntr700072595.hl 

BLASTX 

g2388580 

489 

1.0e-49 

97 ' , - 
85 

(AC000098) Similar to Sequence 10 from patent 5477002 
(gb_1253956) . [Arabidopsis thaliana] 

303954 

ntr700072614.hl 

BLASTX 

g4376203 

272 

3.0e-24 

82 

63 

(U35226) putative cytochrome P-450 [Nicotiana 
plumbagini folia] 

303955 

ntr700072650.hl 

BLASTX 

g2632105 

415 

6.0e-41 

103 

75 

(Z98760) arginyl-tRNA synthetase [Arabidopsis thaliana] 
>gi_4539426_emb_CAB38959.1_ (AL049171) arginyl-tRNA 
synthetase [Arabidopsis thaliana] 

303956 

ntr700072660.hl 

BLASTX 

g4006861 

161 

3.0e-ll 
101 



42983 




% identity 


38 


NCBI Description 


\/i)y)pf\Jf ) tUDUllIl llKc protcXIl L"-^- ciJJX<J.U£>ia Xo unaiiaiiaj 


Seq. No. 


30 395 / 


Seq. ID 


ntr / uuu / z /vz ,ni 


Method 


BLASTX 


NCBI GI 


g3056725 


BLAST score 


257 


E value 


Z . U&—ZZ 


Match length 


115 


% identity 


43 


NCBI Description 


(Ar Uo4 / /4) enx. - Jcaurene symznase L^-^axjxaopsis tnaiidiiaj 


Seq. No. 




Seq. ID 


ntzr / uuu/z/u. nx 


Method 


BLAblX 


NCBI GI 


g4455287 


BLAST score 


241 


E value 


O A _ OA 

2 . Oe-zO 


Match length 


89 


% identity 


56 


NCBI Description 


(AL035527) putative protein [AraJDiaopsis rnananaj 


Seq. No. 


303959 


Seq. ID 


nt r/UUU/z/xo. nx 


Method 


BLASTX 


NCBI GI 


gl30186 


BLAST score 


225 


E value 


1 . 0e-18 


Match length 


45 


% identity 


100 


NCBI Description 


PHYTOCHROME A >gi oz/15 pir JQUooz pnytocnrome a — max, 


Seq. No. 


303960 


Seq. ID 


ntr700U72 /4 4 . nl 


Method 


BLASTX 


NCBI GI 


g2589164 


BLAST score 


281 


E value 


2 . Oe-28 


Match length 


107 


% identity 


58 


NCBI Description 


(D88452) aldehyde oxidase-2 [Zea mays] 


Seq. No. 


303961 


Seq. ID 


ntr /0U0 /2 /4o . ni 


Method 


BLASTX 


NCBI GI 


gl354849 


BLAST score 


259 


E value 


1 . Oe-22 


Match length 


74 


% identity 


62 


NCBI Description 


\,uo/oou; epoxiue nyoroiase tiNicoT-iana Laijciouiuj 


Seq. No. 


303962 


Seq. ID 


ntr700072753.hl 


Method 


BLASTX 


NCBI GI 


gll3217 



42984 





BLAST score 


333 




E value 


o.ue-oi 




Match length 


63 




% identity 


100 




NCBI Description 


ACTIN 1 >gi lUUl4y pir bu /uuz dCiin i carrou 




Seq. No. 


303963 




Seq. ID 


ntr / UuU/^/oo. nl 




Method 


BLASTX 




NCBI GI 


g4098238 




BLAST score 


184 




E value 


6 . Oe-14 




Match length 


59 




% identity 


64 




NCBI Description 


(u / boo4) o-itietnyx transferase l lriticum aestivuiuj 




Seq. No. 


303964 




Seq. ID 


ntr/ 0007^ / 94 . nl 




Method 


BLASTN 


n 


NCBI GI 


g3043528 


yy 


BLAST score 


189 




E value 


1 . 0e-102 


fn- 


Match length 


280 


jE 


% identity 


96 




NCBI Description 


Zea mays iukjna lor iiavm containing poiyaniine oxia.a&< 




Seq. No. 


303965 




Seq. ID 


ntr700072802 .hi 




Method 


BLASTX 


= 

5 = 


NCBI GI 


g629641 




BLAST score 


226 




E value 


8.0e-19 




Match length 


53 




% identity 


81 




NCBI Description 


PsHSC71.0 protein - garden pea >gi_10 7 boi0_j?ir So Jo 






HSC71.0 protein - garden pea >gi_473217_emb_CAA8354o 






(Z32537) PsHSC71.0 [Pisum sativum] 




Seq. No. 


303966 




Seq. ID 


ntr /uuu/Zo4U. ni 




Method 


BLASTX 




NCBI GI 


g2129636 




BLAST score 


140 




E value 


4.0e-12 




Match length 


80 



% identity 40 

NCBI Description lipase - Arabidopsis thaliana >gi_1145627 (U38916) lipase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



303967 

ntr700072861.hl 

BLASTX 

g4558552 

306 

3.0e-28 

100 

28 



42985 



NCBI Description (AC007138) putative P-glycoprotein-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303968 

ntr700072875.hl 

BLASTX 

g2462826 

151 

5.0e-10 

72 

47 

(AF000657) unknown protein [Arabidopsis thaliana] 
303969 

ntr700072876.hl 

BLASTX 

g4588001 

261 

6.0e-23 

76 

70 

(AF085279) hypothetical Ser-Thr protein kinase [Arabidopsis 
thaliana] 

303970 

ntr700072922.hl 

BLASTX 

g4079809 

149 

8.0e-10 

60 

43 

(AF071172) HERC2 [Homo sapiens] 
303971 

ntr700072993.hl 

BLASTX 

g4454471 

426 

3.0e-42 

104 

74 

(AC006234) putative G protein coupled receptor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



303972 

ntr700073057.hl 

BLASTX 

g!707364 

316 

3.0e-29 

76 

76 

(X94626) AATP2 [Arabidopsis thaliana] 
303973 

ntr700073062.hl 



42986 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3834316 

209 

2.0e-28 

89 

65 

(AC005679) Similar to gb_X16648 pathogenesis related 
protein from Hordeum vulgare. EST gb_Z18206 comes from 
this gene. [Arabidopsis thaliana] 



Seq. No, 




Seq. ID 


nr r/uuu /juoy .ni 


Method 


BLASTX 


NCBI GI 


g4006918 


BLAST score 


317 


E value 


2 . Oe-29 


Match length 


105 


% identity 


56 


NCBI Description 


{Zyy/Uo) peroxidase liKe protein LHrdDiaupbia uxici-l. 


Seq. No. 


303975 


Seq. ID 


ntr700073167 .hi 


Method 


BLASTX 


NCBI GI 


g4220480 


BLAST score 


206 


E value 


2. 0e-16 


Match length 


93 


% identity 


47 


NCBI Description 


(AC006069) unknown protein [Arabidopsis thaliana] 


Seq. No. 


303976 


Seq. ID 


ntr700073177 .hi 


Method 


BLASTN 


NCBI GI 


gJozi / oU 


BLAST score 


35 


E value 


1.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


303977 


Seq. ID 


ntr700073207.hl 


Method 


BLASTX 


NCBI GI 


g2984709 


BLAST score 


289 


E value 


3.0e-26 


Match length 


98 


% identity 


63 


NCBI Description 


(AF0534 68) DnaJ-related protein ZMDJ1 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



303978 

ntr700073213.hl 

BLASTX 

g3953479 

371 

7.0e-36 
93 



42987 



% identity 




djubi uescripnon 




Seq, No, 




Seq. ID 


ni,r / uuu / jii / - nx 


Method 


tSLAbllM 


NCBI GI 


g3821780 


BLAST score 


34 


E value 


i . ue — U y 


Match length 




% identity 


1UU 


Ntiii Description 




Seq. No. 


ouoyo u 


beq. ±u 


III J- / UUU / Ji . n± 


Method 




\7PRT (ZT 


gll2947 


BLAST score 


203 


E value 


4.0e-16 


Match length 


96 


% identity 


42 


NCBI Description 


AAC-RICH MRNA CLONE 



(Dictyostelium discoideum) (fragment) 
>gi_7176_emb_CAA34531_ (X16524) coding region 
[Dictyostelium discoideum] 



(AA 1 - 437) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303981 

ntr700073272.hl 

BLASTX 

g4115377 

256 

2.0e-24 

70 

84 

(AC005967) unknown protein [Arabidopsis thaliana] 



303982 

ntr700073281.hl 
BLASTX 
gl346512 
147 

1.0e-09 

91 

. ^ 31 

NCBI Description ATP-DEPENDENT PERMEASE MDL1 >gi JL078101_pir S51433 MDL1 

protein - yeast (Saccharomyces cerevisiae) >gi_577195 
(U17246) Mdllp [Saccharomyces cerevisiae] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



303983 

ntr700073309.hl 

BLASTX 

g4455284 

304 

5.0e-28 

95 

54 



42988 



NCBI Description (AL035527) beta-glucosidase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303984 

ntr700073324.hl 

BLASTX 

g2190547 

405 

7.0e-40 

97 

76 

(AC001229) ESTs 

gb_T43256,gb_4 6316, gb_N64 930, gb_AA3 95255, gb_AA4 04 382 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303985 

ntr700073329.hl 

BLASTN 

g22144 

165 

7.0e-88 

283 

90 

Maize anaerobically regulated gene for fructose 
bisphosphate aldolase (EC 4.1.2.13) 



Seq, No. 


303986 


Seq. ID 


ntr700073333.hl 


Method 


BLASTX 


NCBI GI 


g4056568 


BLAST score 


272 


E value 


3.0e-24 


Match length 


57 


% identity 


95 


NCBI Description 


(U90944) PDI-like protein [1 


Seq. No. 


303987 


Seq. ID 


ntr700073372.hl 


Method 


BLASTX 


NCBI GI 


g4490706 


BLAST score 


191 


E value 


1.0e-14 


Match length 


55 


% identity 


64 


NCBI Description 


(AL035680) putative protein 


Seq. No. 


303988 


Seq. ID 


ntr700073403.hl 


Method 


BLASTX 


NCBI GI 


gl22007 


BLAST score 


199 


E value 


1.0e-15 


Match length 


42 


% identity 


95 


NCBI Description 


HISTONE H2A >gi 100161 pir 



149) [Petroselinum crispum] 



H2A histone protein (AA 1 



42989 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq^. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



303989 

ntr700073422.hl 

BLASTN 

g!917018 

63 

5.0e-27 

79 
95 

Zea mays ribosomal protein S6 RPS6-1 (rps6-l) mRNA, 
complete cds 

303990 

ntr700073479.hl 
BLASTX 
g3785989 
242 

5.0e-21 
60 
72 

(AC005560) unknown protein [Arabidopsis thaliana] 

'^303991 
ntr700073547.hl 
BLASTX 
g2293566 
207 

3.0e-27 
79 
86 

(AF012896) ADP-ribosylation factor 1 [Oryza sativa] 
303992 

ntr700073548.hl 
BLASTN 
g22312 
145 

3.0e-76 
161 
98 

Maize ABA-inducible gene for glycine-rich protein ( ABA 
abscisic acid) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



303993 

ntr700073549.hl 

BLASTX 

g3004950 

376 

2.0e-36 

68 

100 

(AF037061) tonoplast intrinsic protein; 
303994 

ntr700073569.hl 

BLASTN 

g!68462 



ZmTIPl [Zea mays] 



42990 



BLAST score 274 

E value 1.0e-153 

Match length 282 

% identity 99 

NCBI Description Zea mays defective suppressor-mutator from the 
brittle-l-mutable allele 

Seq. No. 303995 

Seq. ID ntr700073650.hl 

Method BLASTN 

NCBI GI g2199565 

BLAST score 112 

E value 1.0e-56 

Match length 112 

% identity 100 

NCBI Description Zea mays cytochrome P-450 (CYP71C1) mRNA, partial cds 

Seq. No, 303996 

Seq. ID ntr700073688.hl 

Method BLASTX 

NCBI GI gll72836 

BLAST score 407 

E value 5.0e-40 

Match length 78 

% identity 96 

NCBI Description GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_496272 (L16787) 
small ras-related protein [Nicotiana tabacum] 

Seq. No. 303997 

Seq. ID ntr700073709.hl 

Method BLASTN 

NCBI GI g!008878 

BLAST score 203 

E value 1.0e-110 

Match length 270 

% identity 99 

^NCBI Description Zea mays RSI mRNA, complete cds 

Seq. No. 303998 

Seq. ID ntr700073719.hl 

Method BLASTX 

NCBI GI g3929108 

BLAST score 14 9 

E value 9.0e-10 

Match length 83 

% identity 45 

NCBI Description (AF067179) kinesin heavy chain [Mus musculus] 

Seq. No. 303999 

Seq. ID ntr700073814.hl 

Method BLASTX 

NCBI GI g2459426 

BLAST score 185 

E value 5.0e-14 

Match length 49 

% identity 76 

NCBI Description (AC002332) putative splicing factor U2AF large chain 



42991 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304000 

ntr700073821.hl 

BLASTX 

g4581108 

280 

4.0e-25 

102 

48 ^ , 

(AC005825) putative chloroplast outer membrane protein 
8 6, also very similar to GTP-inding protein from pea 
(GB:L36857) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304001 

ntr700073824.hl 

BLASTX 

g4582459 

381 

5.0e-37 

97 
71 

(AC007071) putative RanBP7/importin protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304002 

ntr700073867.hl 

BLASTX 

gl076687 

184 

7.0e-14 

77 
49 

integral membrane protein 



304003 

ntr700073872.hl 

BLASTX 

g4204265 

159 

6.0e-ll 

50 

60 

(AC005223) 45643' 



garden snapdragon 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304004 

ntr700073878.hl 

BLASTX 

g3983665 

340 

3.0e-32 

80 

88 

(AB011271) importin-beta2 [Oryza sativa] 



Seq. No. 
Seq. ID 



304005 

ntr700073891.hl 



42992 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3821780 

36 

7.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



304006 

ntr700073895.hl 

BLASTX 

g!731426 

328 

9.0e-31 

89 

72 

ZEAMATIN PRECURSOR >gi_459170 
product [Zea mays] 



(U06831) unnamed protein 



Seq. No. 


304007 


Seq. ID 


ntr700073924.hl 


Method 


BLASTX 


NCBI GI 


g3935147 


BLAST score 


326 


E value 


1.0e-30 


Match length 


88 


% identity 


66 


NCBI Description 


(AC005106) T25N20.11 


Seq. No. 


304008 


Seq. ID 


ntr700073930.hl 


Method 


BLASTX 


NCBI GI 


gll72836 


BLAST score 


379 


E value 


8.0e-37 


Match length 


72 


% identity 


96 


NCBI Description 


GTP-BINDING NUCLEAR : 



(L16787) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304009 

ntr700073951.hl 

BLASTX 

g3819164 

170 

2.0e-12 

53 

66 

(AJ012318) cytosolic chaperonin, delta-subunit [Glycine 
max] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



304010 

ntr700073967.hl 

BLASTX 

g3914423 

156 

4.0e-20 



42993 



Match length 


5 / 


% identity 


80 


NCBI Description 




Seq- No. 


304011 


Seq. ID 


ntr /uuu / j y oo . ni 


Method 


BLASTX 


NCBI GI 


g4587990 


BLAST score 


210 


E value 


1 A — . IT 

7 . Oe-1 / 


Match length 


98 


% identity 


44 


NCBI Description 


vArUooz/yj nypo L.nei-ica± pirox-cj-iji iris, auiuupoi. o L.iia.j__i_cxiia.j 


Seq. No. 


O A A A 1 O 


Seq. ID 


ntr /uuu /oyo4 .ni 


Method 


BLASTX 


NCBI GI 


g3080389 


BLAST score 


165 


E value 


1.0e-ll 


Match length 


34 


% identity 


91 


NCBI Description 


(AL022603) putative membrane associated protein 




[Arabidopsis thaliana] 


Seq. No. 


304013 


Seq. ID 


ntr / uuu /4Uou .ni 


Method 


BLASTX 


NCBI GI 


g730558 


BLAST score 


159 


E value 


5.0e-ll 


Match length 


46 



% identity 

NCBI Description 



70 

60S RIBOSOMAL PROTEIN L34 >gi_1076636_pir S48027 ribosomal 

protein L34 - common tobacco >gi_2129964_pir S48028 

ribosomal protein L34.e, cytosolic - common tobacco 
>gi_436030 (L27089) 60S ribosomal protein L34 [Nicotiana 
tabacum] >gi_436032 (L27107) 60S ribosomal protein L34 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



304014 

ntr700074081.hl 

BLASTX 

g2078350 

217 

7.0e-18 

89 

54 

(U95923) transaldolase [Solanum tuberosum] 
304015 

ntr700074123.hl 

BLASTN 

g2239259 

52 

2.0e-20 
148 



42994 



% identity 84 

NCBI Description Zea mays mRNA for cinnamoyl CoA reductase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304016 

ntr700074131.hl 

BLASTX 

g82696 

221 

3.0e-18 

65 
69 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 



Seq. No. 


304017 


Seq. ID 


ntr700074139.hl 


Method 


BLASTX 


NCBI GI 


g4539351 


BLAST score 


361 


E value 


1.0e-34 


Match length 


98 


% identity 


61 


NCBI Description 


(AL035539) putative 


Seq. No. 


304018 


Seq. ID 


ntr700074193.hl 


Method 


BLASTX 


NCBI GI 


g2160189 


BLAST score 


169 


E value 


3.0e-12 


Match length 


87 


% identity 


43 


NCBI Description 


(AC000132) Similar 



to A. thaliana receptor-like protein 
kinase (gb_RLK5_ARATH) . ESTs gb_ATTS0475, gb_ATTS4362 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304019 

ntr700074211.hl 

BLASTX 

g4218010 

155 

2.0e-10 

56 

55 

(AC006135) putative sugar transporter [Arabidopsis 
thaliana] >gi_4309720_gb_AAD154 90_ (AC006439) putative 
sugar transporter [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304020 

ntr700074240.hl 

BLASTN 

g433043 

54 

1.0e-21 

106 
89 

Zea mays W-22 clone 



PREM-1E retroelement PREM-1, partial 



42995 



sequence 

Seq. No. 304021 

Seq. ID ntr700074274.hl 

Method BLASTX 

NCBI GI g2244786 

BLAST score 176 

E value 5.0e-13 

Match length 47 

% identity 66 . , 

NCBI Description (Z97335) ribonucleoprotein homolog [ Arab idop sis tnalianaj 

Seq. No. 304022 

Seq. ID ntr700074293.hl 

Method BLASTX 

NCBI GI g4582468 

BLAST score 181 

E value 2.0e-21 

Match length 60 

% identity 97 .... 

NCBI Description (AC007071) putative 40S ribosomal protein; contains 
C-terminal domain [Arabidopsis thaliana] 



304023 

ntr700074528.hl 
BLASTX 
gl22022 
474 

6.0e-48 
99 
98 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 

Seq. No. 304024 

Seq. ID ntr700074531.hl 

Method BLASTX 

NCBI GI g3176686 

BLAST score 299 

E value 2.0e-27 

Match length 90 

% identity 60 

NCBI Description (AC003671) Similar to high affinity potassium transporter, 
HAK1 protein gb_U22945 from Schwann! omyces occidentalis . 
[Arabidopsis thaliana] 

Seq. No. 304025 

Seq. ID ntr700074619.hl 

Method BLASTX 

NCBI GI g4432857 

BLAST score 293 

E value 1.0e-26 

Match length 105 

% identity 52 . „ . ^ , ■ 

NCBI Description (AC006300) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42996 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304026 

ntr700074631.hl 

BLASTX 

g4580472 

297 

4.0e-27 

101 

56 

(AC006081) DNA binding protein; similar to CDC27 and nuclear 
scaffold proteins [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304027 

ntr700074655.hl 

BLASTX 

g2827536 

322 

4.0e-30 

96 

59 

(AL021633) hypothetical protein [Arabidopsis thaliana] 
304028 

ntr700074674.hl 

BLASTX 

g4581164 

238 

2.0e-20 

73 

55 

(AC006220) putative polyprotein [Arabidopsis thaliana] 
304029 

ntr700074722.hl 

BLASTX 

g3461846 

267 

1.0e-23 

105 
25 

(AC005315) putative zinc-finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304030 

ntr700074745.hl 

BLASTX 

g2062169 

404 

1.0e-39 

101 
85 

(AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



304031 

ntr700074808.hl 

BLASTX 

g541824 



42997 




333 

2.0e-31 

81 
78 

protein kinase - spinach >gi_457709__emb_CAA82991_ (Z30330) 
protein kinase [Spinacia oleracea] 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 304032 

Seq. ID ntr700074809.hl 

Method BLASTX 

NCBI GI g3193303 

BLAST score 167 

E value 6.0e-12 

Match length 56 

% identity 57 t , 

NCBI Description (AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 



Seq. No. 304033 

Seq. ID ntr700074871.hl 

Method BLASTX 

NCBI GI g2462825 

BLAST score 260 

E value 8.0e-23 

Match length 61 

% identity 7 4 _ 

NCBI Description (AF000657) contains Procite 'RNPl' putative RNA-bmdmg 
region [Arabidopsis thaliana] 



Seq. No. 304034 

Seq. ID ntr700074872.hl 

Method BLASTX 

NCBI GI g4185507 

BLAST score 226 

E value 8.0e-19 

Match length 96 

% identity 52 

NCBI Description (AF100163) EZA1 [Arabidopsis thaliana] 



Seq. No. 304035 

Seq. ID ntr700074923.hl 

Method BLASTX 

NCBI GI g3560166 

BLAST score 155 

E value 3.0e-10 

Match length 105 

% identity 35 

NCBI Description (AL031525) ubiquitin carboxyl-terminal hydrolase 
[Schizosaccharomyces pombe] 

Seq. No. 304036 

Seq. ID ntr700074937.hl 

Method BLASTX 

NCBI GI g4467124 

BLAST score 211 



42998 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-17 

146 

29 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
304037 

ntr700074961.hl 

BLASTX 

g728938 

151 

5.0e-lQ 

69 

48 

PYROPHOSPHATE-ENERGIZED VACUOLAR MEMBRANE PROTON PUMP 
{ PYROPHOSPHATE-ENERGI ZED INORGANIC PYROPHOSPHATASE) 

(H+-PPASE) >gi 322841jpir JC1466 inorganic pyrophosphatase 

(EC 3.6.1.1) - barley >gi_285638_dbj_BAA02717_ (D13472) 
inorganic pyrophosphatse ase' [Hordeum vulgare] 

304038 

ntr700074968.hl 

BLASTX 

gl345644 

162 

3.0e-ll 

45 

58 

CYTOCHROME P450 86A1 (CYPLXXXVI) >gi_940446_emb_CAA62082_ 
(X90458) cytochrome p450 [Arabidopsis thaliana] 



Seq. No. 304039 

Seq. ID ntr700074996.hl 

Method BLASTX 

NCBI GI g3395938 

BLAST score 414 

E value 6.0e-41 

Match length 100 

% identity 80 

NCBI Description (AF076924) polypyrimidine tract-binding protein homolog 
[Arabidopsis thaliana] 

Seq. No. 304040 

Seq. ID ntr700075079.hl 

Method BLASTX 

NCBI GI g2244876 

BLAST score 189 

E value 2.0e-14 

Match length 60 

% identity 57 

NCBI Description (Z97338) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 304041 

Seq. ID ntr700075114.hl 

Method BLASTX 

NCBI GI gl345587 

BLAST score 411 

E value 2.0e-40 



42999 



Match length 96 
% identity 88 

NCBI Description 14-3-3-LIKE PROTEIN GF14-6 >gi_998430_bbs_164522 (S77133) 

GF14-6=14-3-3 protein homolog [Zea mays, XL80, Peptide, 261 
aa] [Zea mays] 



Seq. No. 304042 

Seq. ID ntr700075146.hl 

Method BLASTX 

NCBI GI gll9355 

BLAST score 217 

E value 9.0e-18 

Match length 73 

% identity 64 

NCBI Description ENOLASE 1 (2-PHOSPHOGLYCERATE DEHYDRATASE 1) 
{ 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 
>gi 100869 pir S16257 phosphopyruvate hydratase (EC 
4.271.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[Zea mays] 

Seq. No. 304043 

Seq. ID ntr700075159.hl 

Method BLASTX 

NCBI GI g!431870 

BLAST score 221 

E value 3.0e-18 

Match length 95 

% identity 48 

NCBI Description (U43904) ent-kaurene synthase B [Cucurbita maxima] 

Seq. No. 304044 

Seq. ID ntr700075162.hl 

Method BLASTX 

NCBI GI g2738248 

BLAST score 195 

E value 2.0e-15 

Match length 39 

% identity 92 

NCBI Description (U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

304045 

ntr700075195.hl 
BLASTX 
gl352427 
234 

8.0e-20 
45 
96 

EUKARYOTIC TRANSLATION INITIATION FACTOR 1A (EIF-1A) 
(EIF-4C) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 304046 

Seq. ID ntr700075294.hl 

Method BLASTX 

NCBI GI g4582459 

BLAST score 181 



43000 



E value 
Match length 
% identity 
NCBI Description 



9.0e-25 

79 

71 

(AC007071) putative RanBP7 /import in protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
, E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304047 

ntr700075336.hl 

BLASTN 

g2653557 

185 

1.0e-100 

295 
92 

Zea mays mRNA for f erredoxin-sulf ite reductase precursor, 
complete cds 

304048 

ntr700075359.hl 

BLASTX 

gl709970 

366 

2.0e-35 

85 

82 

60S RIBOSOMAL PROTEIN L10A 
304049 

ntr700075406.hl 

BLASTX 

g520570 

422 

8.0e-42 

102 

82 

(U12315) peroxidase [Cenchrus ciliaris] 
304050 

ntr700075466.hl 

BLASTX 

g2529677 

397 

7.0e-39 

89 

88 

(AC002535) kinesin-like protein, heavy chain [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304051 

ntr700075469.hl 

BLASTN 

g3135542 

88 

6.0e-42 

156 

90 

Oryza sativa aquaporin 



(PIP2a) mRNA, complete cds 



43001 



o 



06CJ. NO. 








Method 


BLASTX 


NCBI GI 


g2281705 


BLAST score 


1 CI 

Id/. 


E value 


z . ue— iu 


Match length 


J4 


% identity 




NCBI Description 


(Aiuijy /") ennyiene responsive iacLoi 


O a. s*r 

064 * INO . 




oeq. iu 


ni~-r700fl7 hi 


jxie ufiou 


JDJariD I A 


NCBI GI 


g218179 


BLAST score 


224 


E value 


1 . ue z 4 


Match length 


yu 


% identity 


/ 1 


iNUrii uesciipLion 


fnl 09071 R— ZXTPj^q^ rnr\773 >n"i j 




AiFase [uryza sanvaj 


beq. wo. 


JU4 U04 


beq. iu 




Method 


BLASTX 


NCBI GI 


g4263787 


BLAST score 




E value 


4 . ue-ly 


Match length 


52 


% identity 


/ y 


NCBI Description 


(AC006068) unknown protein [Arabidops. 


beq. no. 




Seq. ID 


ntzr / uuu / 0004 .ni 


Mot" Vi /"s/H 




NCBI GI 


g2494034 


BLAST score 


216 . 


E value 


5.0e-35 


Match length 


93 


% identity 


70 


NCBI Description 


DIACYLGLYCEROL KINASE 1 (DIGLYCERIDE : 



ASE) (DGK 1) (DAG 

KINASE 1) >gi_2129573_pir S71467 diacylglycerol kinase - 

Arabidopsis thaliana >gi_1374772_dbj_BAA09856_ (D63787) 
diacylglycerol kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304056 

ntr700075588.hl 

BLASTX 

g3927831 

276 

9.0e-25 

81 

58 

(AC005727) similar to mouse ankyrin 3 [Arabidopsis 
thaliana] 



Seq. No. 



304057 



43002 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
l3eq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



ntr700075606.hl 

BLASTN 

g2425065 

89 

2.0e-42 

143 

93 

Zea mays cysteine proteinase Mir3 (mir3) mRNA, complete cds 



304058 

ntr700075624.hl 

BLASTN 

g22245 

33 

4.0e-09 

41 

95 

Zea mays DNA for cin4 
transcriptase) 



element (showing homology to reverse 



304059 

ntr700075694.hl 

BLASTN 

g!321660 

54 

7.0e-22 

116 

88 

Rice mRNA for ascorbate peroxidase, complete cds 
304060 

ntr700075769.hl 

BLASTX 

g2493321 

183 

4.0e-22 

62 

77 

L-ASCORBATE OXIDASE PRECURSOR (ASCORBASE) (ASO) 

>gi_2129952_pir S66353 L-ascorbate oxidase (EC 1.10.3.3) 

precursor - common tobacco >gi_599594_dbj_BAA07734_ 
(D43624) ascorbate oxidase precursor [Nicotiana tabacum] 

304061 

ntr700075809.hl 

BLASTN 

gl870200 

215 

1.0e-117 

263 

96 



NCBI Description Z.mays cyp71c2 gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



304062 

ntr700075825.hl 

BLASTX 

gl362019 



43003 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



188 

2.0e-14 

70 

56 

zinc finger protein 6 - Arabidopsis thaliana >gi_790683 
(L39649) zinc finger protein [Arabidopsis thaliana] 

304063 

ntr700075840.hl 

BLASTX 

g2781433 

384 

2.0e-37 

99 

76 

(AF030052) RSWl-like cellulose synthase catalytic subunit 
[Oryza sativa subsp. japonica] 



Seq. No. 


304064 


Seq. ID 


ntr700075880.hl 


Method 


BLASTX 


NCBI GI 


g3415117 


BLAST score 


331 


E value 


4.0e-31 


Match length 


90 


% identity 


68 


NCBI Description 


(AF081203) villin 


Seq. No. 


304065 


Seq. ID 


ntr700075887.hl 


Method 


BLASTX 


NCBI GI 


g!29916 


BLAST score 


368 


E value 


2.0e-35 


Match length 


77 


% identity 


95 


NCBI Description 


PHOSPHOGLYCERATE ] 



3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



ASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 

304066 

ntr700075892.hl 

BLASTX 

g4220517 

196 

4.0e-33 

102 

66 

(AL035356) hypothetical protein [Arabidopsis thaliana] 
304067 

ntr700075928.hl 

BLASTX 

g3550436 

233 

1.0e-19 



43004 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 
81 

(AJ001317) putative transcription repressor HOTR [Hordeum 
vulgare] 

304068 

ntr700075955.hl 

BLASTX 

g3021510 

250 

1.0e-21 

71 
70 

(AJ001770) glucose-6-phosphate dehydrogenase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304069 

ntr700075966 
BLASTX 
g2959767 
173 

2.0e-18 

101 

54 

(AJ002584 
(AC005309 



hi 



At MRP 4 [Arabidopsis thaliana] >gi_3738292 
glutathione-conjugate transporter AtMRP4 



[Arabidopsis thaliana] 



Seq. No. 


304070 


Seq. ID 


ntr700076014.hl 


Method 


BLASTX 


NCBI GI 


g4115359 


BLAST score 


213 


E value 


3.0e-17 


Match length 


98 


% identity 


9 


NCBI Description 


(AC005957) putative 




thaliana] 


Seq. No. 


304071 


Seq. ID 


ntr700076026.hl 


Method 


BLASTX 


NCBI GI 


g3493460 


BLAST score 


214 


E value 


2.0e-17 


Match length 


49 


% identity 


86 


NCBI Description 


(U62485) glycolate 


Seq. No. 


304072 


Seq. ID 


ntr700076152.hl 


Method 


BLASTX 


NCBI GI 


g4455356 


BLAST score 


177 


E value 


1.0e-13 


Match length 


63 


% identity 


51 



putative disease resistance protein [Arabidopsis 



[Nicotiana tabacum] 



43005 



o 



NCBI Description (AL035524) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304073 

ntr700076205.hl 

BLASTX 

g3668086 

149 

4.0e-10 

39 
67 

(AC004 667) unknown protein [Arabidopsis thaliana] 
304074 

ntr700076233.hl 

BLASTX 

g3915866 

392 

2.0e-38 

80 

86 

GLUTAMINYL-TRNA SYNTHETASE (GLUT AMINE — TRNA LIGASE) 
>gi_2995455_emb_CAA62901_ (X91787) tRNA-glut amine 
synthetase {Lupinus luteus] 



(GLNRS) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304075 

ntr700076327.hl 

BLASTN 

g4140643 

52 

2.0e-20 

108 

87 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304076 

ntr7Q0076333.hl 

BLAS'fk 

g3043415 

365 

3.0e-35 

70 

99 

(Y17053) At-hsc70- 



3 [Arabidopsis thaliana] 



304077 

ntr700076368.hl 

BLASTN 

g397395 

175 

8.0e-94 

179 

99 

Z.mays MNBlb mRNA for DNA-binding protein 



Seq. No. 
Seq. ID 



304078 

ntr700076382.hl 



43006 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g66615 
321 

5.0e-30 

61 

98 

glutathione transferase 



{EC 2.5.1.18) I - maize 



304079 

ntr700076385.hl 

BLASTX 

gl084415 

155 

1.0e-10 

59 

59 

RNA-binding protein - Wood tobacco >gi_624925_dbj_BAA0517 0_ 
(D26182) RNA-binding glycine rich protein (RGP-2) 
[Nicotiana sylvestris] 



Seq. No. 


304080 


Seq. ID 


ntr700076391.hl 


Method 


BLASTN 


NCBI GI 


g500854 


BLAST score 


94 


F. value 


1 . Oe-45 


Match length 


129 


% identity 


94 


NCBI Description 


Maize dissociation i 


Seq. No. 


304081 


Seq. ID 


ntr700076431.hl 


Method 


BLASTX 


NCBI GI 


g3746065 


BLAST score 


240 


E value 


1.0e-20 


Match length 


87 


% identity 


55 


NCBI Description 


(AC005311) putative 


Seq. No. 


304082 


Seq. ID 


ntr700076454.hl 


Method 


BLASTX 


NCBI GI 


g2117624 


BLAST score 


303 


E value 


7.0e-28 


Match length 


97 


% identity 


62 


NCBI Description 


peroxidase (EC 1.11 




>gi_9 7156 4_emb_CAA6: 




sativa] 


Seq. No. 


304083 


Seq. ID 


ntr700076457.hl 


Method 


BLASTN 


NCBI GI 


gl063665 


BLAST score 


102 



[Arabidopsis thaliana] 



.1.7) 2 - alfalfa 

>228_ (X90695) peroxidase2 [Medicago 



43007 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-50 " 

121 
97 

Zea mays unknown protein mRNA, complete cds 
304084 

ntr700076469.hl 

BLASTX 

g530088 

315 

3.0e-29 

87 

70 

(U12735) aminoalcoholphosphotransf erase [Glycine max] 
304085 

ntr700076477.hl 

BLASTX 

g554565 

361 

1.0e-34 

69 
97 

(M24889) glutathione S-transferase [Artificial gene] 
304086 

ntr700076481.hl 

BLASTX 

gl703201 

345 

9.0e-33 

89 

72 

PROTEIN KINASE AFC 3 >gi_601791 (U16178) protein kinase 
[Arabidopsis thaliana] 

304087 

ntr700076510.hl 

BLASTX 

g2921304 

449 

6.0e-45 
101 

92 

(AF0334 96) herbicide safener binding protein [Zea mays] 
304088 

ntr700076546.hl 

BLASTX 

g4337178 

168 

5.0e-12 

38 

79 

(AC006416) T31J12.5 [Arabidopsis thaliana] 



Seq. No. 



304089 



43008 



Seq, ID 


ntr70f)07 fifil 7 hi 
ii / yuu / ooi / . nx 


Method 


BLASTN 


NCBI GI 


gl69818 


BLAST score 


72 


E value 




Match lenath 


108 


% "i dpnt i f v 




NCBI Description 


xxxv^c x i-jvJouiLicix i\LNr_. gene 


Sea No 




Seq. ID 




Method 


BLASTX 


NCBI GI 


g452593 


BLAST score 


385 


E value 


9 Da-^7 


Match 1 ^nrr1"h 


i m 




DO 


NCBI De^cri r>-H on 


(T191 ft 1 A \ OPT l"T -i "I -i nwi 1 -PI 

^u^ioiy j ukc L-L-i-LmiTi longi riorum] 


S p rr Mo 




Seq. ID 


ntr70f)fi7fi71 £ hi 

11 L. J_ f \J\J U f U / X O • I1X 


Method 


BLASTX 

J— 'J— IXT.U J. _T_, 


NCBI GI 


g4490750 


BLAST score 


238 


E value 






fin 




79 




IAL.ujo/u«) GTP-binding protein GB3 [Arabidopsis thaliana 


^*=>rr Mo 




Sea ID 


11 LX / uu u / o / jo.ni 


Method 


ljxltxo x 


NCBI GI 


g2244850 


BLAST score 


186 


E value 


*i • Uc X ft 


Match 1 pnnfh 


Q1 
-71 




R1 
ox 


NCBI Descrintion 


nypotnetical protein [Arabidopsis thaliana] 


Qpkrr Mrs 


Of) A HQ'S 


Sea TD 


nrr /uuu/o/o/. nl 


Method 




NCBI GI 


g2293566 


BLAST score 


389 


E value 


\J * UtS JO 


Match 1 print h 


77 


o -L ">_i~i i l J. u y 


i nn 

1UU 


NCBI Description 


i^ui^o^oj Hur-riDOsyiation ractor 1 [Oryza sativa] 


otjq. iNO • 




Sea ID 


nx.r / uuu/o/Jo. nx 


Method 




NCBI GI 


g3421087 


BLAST score 


283 


E value 


2.0e-25 


Match length 


59 


% identity 


95 



43009 



NCBI Description 



(AF043524) 20S proteasome subunit PAE1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304095 

ntr700076783.hl 

BLASTX 

gll73456 

218 

4.0e-18 

58 
64 

SMALL NUCLEAR RIBONUCLEOPROTEIN SM D3 (SNRNP CORE PROTEIN 
D3) (SM-D3) >gi_600750 (U15009) Sm D3 [Homo sapiens] 

304096 

ntr700076845.hl 

BLASTX 

g4567260 

313 

4.0e-29 

74 

78 

(AC006841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] 

>gi_J582440_gb_AAD24825.1_AC007142_3 (AC007142) putative 
NADPH-dependent mannose- 6-phosphate reductase [Arabidopsis 
thaliana] 



Seq. No. 


304097 


Seq. ID 


ntr700076923.hl 


Method 


BLASTX 


NCBI GI 


g4314361 


BLAST score 


143 


E value 


3.0e-09 


Match length 


32 


% identity 


84 


NCBI Description 


(AC006340) unknown protein [Arabidopsis thai, 


Seq. No. 


304098 


Seq. ID 


ntr700076962.hl 


Method 


BLASTN 


NCBI GI 


gl208445 


BLAST score 


59 


E value 


4.0e-25 


Match length 


99 


% identity 


90 


NCBI Description 


Rice (YK426) mRNA, complete cds 


Seq. No. 


304099 


Seq. ID 


ntr700077019.hl 


Method 


BLASTX 


NCBI GI 


gll3621 


BLAST score 


286 


E value 


7.0e-26 


Match length 


97 


% identity 


95 


NCBI Description 


FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ! 



43010 



>gi_68196j?ir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624__prf 1307278A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 


oU4 ±UU 


Seq. ID 


ntr /uuu / /uzo.ni 


Method 




NCBI GI 


—.o 1 C\A A A C 


BLAST score 


■3-30 
JJJ 


E value 


z . ue ji 


iyiax.cn j_engT_n 


1 ni 


15 lUcIlLXL-y 


O J. 


NCBI Description 


(Z95396) WD-repeat protein 


Seq. No. 


304101 


Seq. ID 


ntr700077036.hl 


Method 


BLASTX 


NCBI GI 


gl076414 


BLAST score 


304 


E value 


5.0e-28 


Match length 


91 


% identity 


67 


NCBI Description 


subtilisin-like proteinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(EC 3.4.21.-) - Arabidopsis 
thaliana (fragment) >gi_757534__emb_CAA59963_ (X85974) 
subtilisin-like protease [Arabidopsis thaliana] 

304102 

ntr700077063.hl 

BLASTX 

g4581164 

217 

8.0e-18 

78 

49 

(AC006220) putative polyprotein [Arabidopsis thaliana] 
304103 

ntr700077084.hl 

BLASTN 

gl063665 

164 

3.0e-87 

229 

99 

Zea mays unknown protein mRNA, complete cds 
304104 

ntr700077204.hl 

BLASTX 

g2529677 

260 

2.0e-32 

103 

70 

(AC002535) kinesin-like protein, heavy chain [Arabidopsis 



43011 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304105 

ntr700077211.hl 

BLASTX 

g4512664 

276 

1.0e-24 

63 

81 

(AC006931) putative ribose phosphate pyrophosphokinase 
[Arabidopsis thaliana] 

>gi_4544471_gb_AAD22378.1_AC006580JL0 (AC006580) putative 
ribose phosphate pyrophosphokinase [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304106 

ntr700077243.hl 

BLASTN 

g4530610 

63 

5.0e-27 

79 

95 

Oryza sativa subsp. indica serine/threonine protein 
phosphatase PP2A-2 catalytic subunit (Pp2A) gene, complete 
cds 



Seq. No. 


304107 


Seq. ID 


ntr700077290.hl 


Method 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


288 


E value 


4.0e-26 


Match length 


59 


% identity 


92 


NCBI Description 


(D89802) elongat. 


Seq. No. 


304108 


Seq. ID 


ntr700077295.hl 


Method 


BLASTN 


NCBI GI 


g4140643 


BLAST score 


41 


E value 


7.0e-14 


Match length 


49 


% identity 


96 


NCBI Description 


Zea mays cosmid 



complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304109 

ntr700077335.hl 

BLASTX 

g4508083 

169 

4.0e-12 

38 

79 

(AC005882) Hypothetical protein [Arabidopsis thaliana] 



43012 




beq. wo. 


in a 1 1 n 

3\J*± 11U 


beq. 1JJ 




Method 


BLASTX 


NCBI GI 


g4165488 


DiiAbi score 


1 A Q 

14 y 


E value 


i . ue — Xo 


Match length 


CO 


% identity 


D / 


NCBI Description 


(AJio^oyyj aipna-tUDUiin o Lttoraeuiti vuigarej 


beq. no. 


~ZC\A 1 1 1 
OU4 11 1 


beq. iu 


nr. r/uuu / / j / u .ni 


Method 


BLASTX 


NCBI GI 


g3149952 


DL/\bi score 


jzi 


E value 




Match length 


y y 


% identity 


71 

/ 1 


NCBI Description 


(AriUiuzoyj jJKrii LAraoiuopsis tnananaj 


beq, no. 


JU4 11Z 


beq. iu 


nfv-7nriri7 7yion hi 
ntr / uuu / / 4 z u * ni 


LYieunooi 


DliriO 1 A 


NCBI GI 


g2493123 


BLAST score 


140 


E value 


5.0e-09 


Match length 


37 


% identity 


78 


NCBI Description 


VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V- 



SUBUNIT) >gi_1051258 (U36939) vacuolar ATPase catalytic 
subunit [Hordeum vulgare] 



Seq. No. 


304113 


Seq. ID 


ntr700077447.hl 


Method 


BLASTX 


NCBI GI 


g4510345 


BLAST score 


151 


E value 


5.0e-10 


Match length 


61 


% identity 


46 


NCBI Description 


(AC006921) unknown protein [Arabidopsis thaliana] 


Seq. No. 


304114 


Seq. ID 


ntr700077465.hl 


Method 


BLASTX 


NCBI GI 


g4262224 


BLAST score 


184 


E value 


7.0e-14 


Match length 


96 


% identity 


41 


NCBI Description 


(AC006200) putative amino acid or GABA permease 




[Arabidopsis thaliana] 


Seq. No. 


304115 


Seq. ID 


nwy700443340.hl 


Method 


BLASTN 



43013 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g3005705 
104 

6.0e-52 

108 
99 

Homo sapiens clone 23778 autosomal dominant polycystic 
kidney disease type II protein mRNA, partial cds 



304116 

nwy700443419.hl 

BLASTN 

gl236938 

84 

5.0e-40 

92 

98 

Human transcriptional activator mRNA, 



complete cds 



304117 

nwy700443431.hl 

BLASTN 

gl89305 

142 

3.0e-74 

275 
97 

Human nucleolin gene, 



complete cds 



304118 

nwy700443450.hl 

BLASTN 

g4507210 

92 

8.0e-45 

104 

97 

Homo sapiens signal recognition particle 
Alu RNA-binding protein) {SRP14 ) mRNA 
>gi_313660_emb_X73459_HSSRP14A H. sapiens 
recognition particle subunit 



304119 

nwy700443531.hl 

BLASTX 

gl084476 

143 

2.0e-09 

24 
100 

catalase (EC 1.11.1 
(X60135) catalase-1 



14kD (homologous 
mRNA for signal 



, 6) - maize 
[Zea mays] 



>gi_3 1123 9_emb_CAA4 2 7 2 0_ 



304120 

nwy700443622.hl 

BLASTN 

g3327165 

127 



43014 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

.NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-65 

131 
99 

Homo sapiens mRNA for KIAA0676 protein, partial cds 
304121 

nwy700443686.hl 

BLASTX 

g386786 

222 

5.0e-23 

80 

80 

(J04988) 90 kD heat shock protein [Homo sapiens] 
304122 

nwy700443778.hl 

BLASTX 

g2645729 

320 

6.0e-30 

71 

89 

(AF033095) testis enhanced gene transcript protein [Homo 
sapiens] 

304123 

nwy700443789.hl 

BLASTN 

g3367508' 

237 

1.0e-131 

281 

96 

Homo sapiens chromosome 5, BAC clone 45m2 (LBNL H145), 
complete sequence [Homo sapiens] 



Seq. No. 


304124 


Seq. ID 


nwy700443856.hl 


Method 


BLASTX 


NCBI GI 


g4520344 


BLAST score 


139 


E value 


7.0e-09 


Match length 


63 


% identity 


52 


NCBI Description 


(AB009288) N-copine [Homo sapiens] 


Seq. No. 


304125 


Seq. ID 


nwy700443874.hl 


Method 


BLASTN 


NCBI GI 


gll36421 


BLAST score 


230 


E value 


1.0e-126 


Match length 


250 


% identity 


98 


NCBI Description 


Human mRNA for KIAA0181 gene, partial 



cds 



43015 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304126 

nwy700443958.hl 

BLASTN 

g3928123 

73 

3.0e-33 

141 

88 

Homo sapiens chromosome 17 , clone 
sequence [Homo sapiens] 



hRPK.180_P_8, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304127 

nwy700444094.hl 

BLASTN 

g4378110 

175 

7.0e-94 

242 

94 

Human DNA sequence from clone 453C12 on chromosome 
20ql2-13.12 Contains SDC4 (syndecan 4 (amphiglycan, 
ryudocan) ) , predicts a gene like the mouse transcription, 
factor RBP-L, MATN4 (matrilin-4 ) , STS, GSS, CpG island, 

304128 

nwy700444148.hl 

BLASTX 

g4432860 

249 

1.0e-21 

97 

52 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 

304129 

nwy700444189.hl 

BLASTX 

g2749939 

145 

2.0e-09 
62 
48 

(U70999) 
(U71000) 



CCS1 [Chlamydomonas reinhardtii] >gi_2749941 
CCS1 [Chlamydomonas reinhardtii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304130 

nwy700444289.hl 

BLASTX 

gl237102 

201 

3.0e-16 

47 

83 

(L40358) calmodulin-binding protein [Arabidopsis thaliana] 

>gi_1589171_prf 2210340A calmodulin-binding protein 

[Arabidopsis thaliana] 



43016 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304131 

nwy700444342.hl 

BLASTN 

g4506930 

219 

1.0e-120 

282 

95 

Homo sapiens SH3-domain GRB2-like 2 (SH3GL2) mRNA, and 
translated products >gi_2921407_gb_AF036268_AF036268 Homo 
sapiens EEN-B1 mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



304132 

nwy700444344.hl 
BLASTN 



NCBI GI 


g2632099 


BLAST score 


19z 


E value 


1 . Oe-104 


Match length 


276 


% identity 


92 


NCBI Description 


Human DNA sequence from cosn 




Contains mRNA near btk gene 




a-gamma-globulinemia, ESTs, 


Seq. No. 


304133 


Seq. ID 


nwy700444353.nl 


Method 


BLASTN 


NCBI GI 


g963091 


BLAST score 


148 


E value 


7 . 0e-78 


Match length 


216 


% identity 


93 


NCBI Description 


human roil xium \o.ij mruNH., c 


Seq. No. 


304134 


Seq. ID 


nwy700444401.hl 


Method 


BLASTX 


NCBI GI 


gl673620 


BLAST score 


230 


E value 


3.0e-19 


Match length 


48 


% identity 


94 


NCBI Description 


(U76762) Fer [Mus musculus] 


Seq. No. 


304135 


Seq. ID 


nwy700444490.hl 


Method 


BLASTN 


NCBI GI 


g4103489 


BLAST score 


83 


E value 


4.0e-39 


Match length 


123 


% identity 


92 


NCBI Description 


Mus musculus glucocorticoid- 




protein mRNA, complete cds 



complete cds 



Seq. No. 



304136 



43017 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



nwy700444534.hl 

BLASTN 

g4505968 

205 

l.Oe-111 

265 
94 

Homo sapiens POU domain, class 6, transcription factor 1 
(POU6F1) mRNA >gi_437806_emb_Z21966_HSMPOUHOX H. sapiens 
mPOU homeobox protein mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304137 

nwy700444552.hl 

BLASTX 

g4558664 

235 

6.0e-20 

95 

45 

(AC007063) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


304138 


Seq. ID 


nwy700444554.hl 


Method 


BLASTX 


NCBI GI 


g4262233 


BLAST score 


201 


E value 


9.0e-18 


Match length 


79 


% identity 


66 


NCBI Description 


(AC006200) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


304139 


Seq. ID 


nwy700444557.hl 


Method 


BLASTX 


NCBI GI 


g3650033 


BLAST score 


146 


E value 


2.0e-09 


Match length 


66 


% identity 


47 


NCBI Description 


(AC005396) unknown protein [Arabidopsis thaliana] 


Seq. No. 


304140 


Seq. ID 


nwy700444672.hl 


Method 


BLASTX 


NCBI GI 


g3970652 


BLAST score 


355 


E value 


4.0e-34 


Match length 


84 


% identity 


75 


NCBI Description 


(X774 99) amino acid permease [Arabidopsis thaliana] 



Seq. No. 304141 

Seq. ID nwy700444728.hl 

Method BLASTX 

NCBI GI g3820648 

BLAST score 173 

E value 9.0e-13 



43018 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 
40 

(Y12636) allene oxide synthase [Arabidopsis thaliana] 
304142 

nwy700444756.hl 

BLASTX 

g3810596 

241 

1.0e-20 

72 
57 

(AC005398) reverse-transcriptase-like protein [Arabidopsis 
thaliana] 

304143 

nwy700444791.h-l 

BLASTN 

g4557766 

101 

5.0e-50 

146 

91 

Homo sapiens methylmalonyl Coenzyme A mutase (MUT) , nuclear 
gene encoding mitochondrial protein, mRNA 

>gi_187451_gb__M65131_HUMMCM Human methylmalonyl-CoA mutase 
(MCM) mRNA, complete cds. >gi_1408435_gb_G28620__G28 620 
human STS SHGC-35796 



Seq. No. 


304144 


Seq. ID 


nwy700444824.hl 


Method 


BLASTN 


NCBI GI 


g3882178 


BLAST score 


83 


E value 


4.0e-39 


Match length 


103 


% identity 


95 


NCBI Description 


Homo sapiens mRNA for KIAA0729 protein, partial cds 


Seq. No. 


304145 


Seq. ID 


nwy700444871.hl 


Method 


BLASTN 


NCBI GI 


g2570261 


BLAST score 


202 


E value 


1.0e-110 


Match length 


273 


% identity 


95 


NCBI Description 


Human Chromosome 16 BAC clone CIT987SK-A-101F10, complete 



sequence [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



304146 

nwy700444892.hl 

BLASTN 

g3882192 

166 

1.0e-88 
174 



43019 



% identity 99 

NCBI Description Homo sapiens mRNA for KIAA0736 protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304147 

nwy700444969.hl 

BLASTX 

g2832658 

266 

1.0e-23 

61 

80 

(AL021710) putative protein [Arabidopsis thaliana} 



304148 

nwy700444984.hl 

BLASTX 

gl076678 

310 

9.0e-29 

75 

85 

ubiquitin / ribosomal protein S27a 



- potato (fragment) 



304149 

nwy700445064.hl 

BLASTX 

g3024018 

381 

4.0e-37 

73 
99 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304150 

nwy700445211.hl 

BLASTN 

gll36227 

177 

5.0e-95 

236 

94 

Human xeroderma pigmentosum group E UV-damaged DNA binding 
factor mRNA, complete cds 

304151 

nwy700445240.hl 

BLASTX 

g3914382 

173 

2.0e-16 

53 

77 

2,3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG- INDEPENDENT PGAM) (PGAM-I) 



43020 



>gi_1498232_emb_CAA52928_ (X75020) phosphoglycerate mutase 
[Prunus dulcis] >gi_1585833__prf 2202194A 

2,3-bisphosphoglycerate-independent phosphoglycerate mutase 
[Prunus dulcis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304152 

nwy700445276.hl 

BLASTN 

gl863998 

102 

1.0e-50 

110 
98 

Maize DNA for Fd VI, complete cds 
304153 

nwy700445278.hl 

BLASTN 

g598674 

94 

7.0e-46 

122 

95 

Human HepG2 3 1 region Mbol cDNA, clone hmd2g05m3 



304154 

nwy700445343.hl 

BLASTX 

gl362922 

175 

5.0e-28 

87 

83 

Rab protein - human >gi_945223 (L42025) 
domain-binding protein [Homo sapiens] 



Rev/Rex activation 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304155 

nwy700445349.hl 

BLASTN 

g2828765 

253 

1.0e-140 

276 
98 

Homo sapiens chromosome 
sequence [Homo sapiens] 



4 clone B227H22 from 4q25, complete 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304156 

nwy700445415.hl 

BLASTN 

g4589543 

83 

2.0e-39 

95 

97 

Homo sapiens mRNA 



for KIAA0950 protein, partial cds 



43021 



Seq. No. 


o n A 1 ^7 


oeq. lu 


nwv7f)n. 44^4^6 hi 


Method 


DljiiO 1 A 


NCBI GI 


g532623 


BLAST score 


210 


E value 


o . ue-i / 


Match lengtn 


a n 
4 U 


% identity 


97 


NCBI Description 


\LiODy±o) lipase [Ztea iuaysj 


Seq. No. 


JU4l0o 


beq. ID 


•nT^r7 CiCiA A ^ 4 7 fl hi 

nwy / uuf± *to ^ / u • iix 


Metnoct 


DT A QOiV 

DJjHo 1 A 


NCBI GI 


goUoU4z4 


BLAST score 


437 


E value 


1.0e-43 


Matcn length 


o y 


% identity 


y o 


NCBI Description 


(ALUzzbU4j JNAijT aepenaeuc 




i [/iraoiaopsis unananaj 


Seq. No. 


304159 


Seq. ID 


nwy /uU44o4yu .ni 


Method 


TIT 7\ omvr 

BLASTN 


NCBI GI 


g3387923 


BLAST score 


184 


E value 


J . Oe-99 


Matcn lengtn 


zoy 


% identity 


92 


NCBI Description 


hoitio sapiens cione z4 4zz n 


Seq. No. 


304160 


Seq. ID 


nwy /UU44000 / .ni 


Method 


BLASTX 


NCBI GI 


gl495804 


BLAST score 


326 


E value 


i . ue— ju 


Matcn lengtn 


oz 


% identity 


lb 


NCBI Description 


^AyO^iUD^ 1j iipOAyycuaoc 1 


Seq. No. 


3U41ol 


Seq. ID 


nwy700445574.hl 


Method 


BLASTX 


NCBI GI 


g3413511 


BLAST score 


212 


E value 


2.0e-17 



isoc Jt^ dehydrogenase subunit 



[Solanum tuberosum] 



Match length 

% identity 

NCBI Description 



50 
80 

(AJ000265) glucose-6-phosphate isomerase [Spinacia 
oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



304162 

nwy700445611.hl 

BLASTN 

g6634030 

126 



43022 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-65 

130 
99 

Homo sapiens KIAA0406 mRNA, complete cds 
304163 

nwy700445640.hl 

BLASTN 

g542014S 

118 

3.0e-60 

126 

98 

Human DNA sequence from clone 1039K5 on chromosome 
22ql2. 3-13.2 Contains gene similar to PICK1 perinuclear 
binding protein, gene similar to monocarboxylate 
transporter (MCT3), ESTs, STS, GSS and a CpG island, 
complete s 



beq. jno . 




Seq. ID 


nwy /UU443DOO . nl 


Method 


T)T TV O TV 

BLAolA 


WLdI (ail 


gozo jzzu _ 


BLAST score 


1 /in 
14U 


E value 


y . ue—uy 


Match length 


33 


% identity 


70 


NCBI Description 


[AhuoiZQi) splicing 


Seq. No. 


304165 


beq. id 


nwy /UU440DO / .ni 


Method 


BLASTX 


NCBI GI 


g3033400 


BLAST score 


203 


E value 


3.0e-20 


Match length 


77 


% identity 


66 


NCBI Description 


(AC004238) putative 




thaliana] 


Seq. No. 


304166 


Seq. ID 


nwy700445770.hl 


Method 


BLASTX 


NCBI GI 


g4093155 


BLAST score 


183 


E value 


8.0e-14 


Match length 


99 


% identity 


47 


NCBI Description 


(AF088281) phytochrc 




thaliana] 


Seq. No. 


304167 


Seq. ID 


nwy700445774.hl 


Method 


BLASTX 


NCBI GI 


g3172538 


BLAST score 


250 


E value 


1.0e-27 



[Homo sapiens] 



putative Ser/Thr protein kinase . [Arabidopsis 



1 [Arabidopsis 



43023 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 
67 

(AF067789) 



t SNARE AtTLG2p [Arabidopsis thaliana] 



304168 

nwy700445778.hl 

BLASTX 

gll3217 

237 

3.0e-20 

59 

79 

ACTIN 1 >gi_100149_pir S07002 actin 1 



- carrot 



304169 

nwy700445919.hl 

BLASTX 

gl255448 

166 

7.0e-12 

51 

67 

(D504 68) mitogen-activated protein kinase 
thaliana] 



[Arabidopsis 



304170 

nwy700445940.hl 

BLASTN 

g34312 

129 

9.0e-67 

129 

100 

Human mRNA for lactate dehydrogenase -A (LDH-A, 



EC 1.1.1.27) 



Seq. No. 
Seq. ID 



304171 

nwy700446033.hl 

BLASTX 

g3402713 

195 

2.0e-15 

42 

79 

(AC004261) hypothetical protein [Arabidopsis thaliana] 
304172 

nwy700446047.hl 

BLASTX 

g3928079 

249 

1.0e-21 

67 

69 

(AC005770) hypothetical protein [Arabidopsis thaliana] 
304173 

nwy700446084.hl 



43024 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g242013 

84 

5.0e-40 

116 

93 

PGKl=phosphoglycerate kinase 1 {3' 
region} [human, Genomic, 3571 nt] 



nuclease-sensitive 



304174 

nwy700446107.hl 

BLASTX 

g730449 

163 

8.0e-12 

27 

96 

60S RIBOSOMAL PROTEIN L13-1 (COLD INDUCED PROTEIN C24A) 

>gi_480647_pir S37132 ribosomal protein L13.A - rape 

>gi_398918__emb_CAA80341_ (Z22618) cold induced protein 
(BnC24A) [Brassica napus] 

304175 

nwy700446114.hl 

BLASTX 

g4582459 

148 

5.0e-10 

55 

49 

(AC007071) putative RanBP7/ import in protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304176 

nwy700446275.hl 

BLASTX 

g3550661 

193 

5.0e-15 

92 

48 

(AJ001310) 39 kDa EF-Hand containing protein [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304177 

nwy700446314.hl 

BLASTX 

gl723514 

166 

7.0e-12 

73 

38 

HYPOTHETICAL 16.7 KD PROTEIN C1F12.10C IN CHROMOSOME I 

>gi_2130243_pir S67453 hypothetical protein - fission 

yeast (Schizosaccharomyces pombe) >gi_1217984_emb_CAA93814_ 
(Z69944) unknown [Schizosaccharomyces pombe] 



43025 



oeq t jno . 


jU f± 1 / O 


OeLJ. ID 


nwv70n4 4 64 0^ hi 


LlG L.liL>>H 


Diinu ± /\ 


NCBI GI 


g!076678 


BLAST score 


359 


Hi Value 


i 

1 • l/C Ort 


naLL-ii J.cuy un 


o -/ 


t> identity 


Oj 


KTPT1T Ho o t* "i pi+" t i^ti 
lNOJDl UcoCriptlUIl 


i -i'H *r mi i fi n / vn hi*"-* q rvm.a 1 nrr>"l" oi ti CJ97a — nn - !" n ( *Fy*3 rrm f=^Pi t~ 
UUi^Uiuiii / iXJJUouitLax LJiuLciu 0^. / a jjuloiu ^iiayuiciiL., 


oeq. wo . 




C orT TP) 

oc<4» id 


r\w\rlC)CiA A 64 H6 hi 


Mop hpir? 


Diiriij j. in 


NCBI GI 


g3687405 


BLAST score 


45 


Hi ValUC 


-5 no— i 6 


l w ia toil J_eliy til 


7^ 


% identity 


QPl 


wvdi Deibciript ion 


T Trr , /^iTio v*c t rrin oc^n 1 (aTrhnTn ty\ T3 NT Zl "Frt p h rptoi - h o"l~ i f3 1 t*i P i*"") "t~ 0 ~i pi 
JjyuUpclolUUIl COUUlCilLUlLl ILLXMNri 1UI IiypULIlCLlbal U LCJ.il 


beq. wo. 


on/ ion 
OU4 loU 




nw\/7nn4 4 64R4 hi 


Mot - Horl 


RT.A9TY 


NCBI GI 


g4432835 


BLAST score 


165 


E Value 


Q Ho— 1 9 

y • ue iz 


iXlatCil leliytil 




% identity 


DO 


NCBI Description 


IACUUozoj; unKnown protein L/\raoiaopsis unaiianaj 


Seq. No. 


O A A 1 01 
OU41ol 


oeq. id 


ni*Ttr7nri4 A 6R94 hi 

nwy / uu £ ±^toozfi .ni 


L v lc tilUU. 


DTAOfV 
DxxriO 1 A 




rrl 0767 Rfi 




1 O *i 


Ht ValUc 


7 Ho— 1 9 
/ • Uc IZ 


Match length 


55 


% identity 


62 


1NUD1 Description 


neat oiiuck protein precursor rye /gi iiouujj pn ^ 




neat oiiUL/A. uiuuciii/ Oji.iv/ jJic^uioui xye 




>gi oooo / j eniD OAjfitszy^o ^ZiJUZ4o) neau shock protein 




[Secale cereale] 


Seq. No. 


JU41oz 


Con T Pi 

oeq. ijj 


nwy / uu44ioooi . ni 


i v Ie LIIUU 




NCBI GI 


g576333 


BLAST score 


193 


Jli Value 


9 Ho— 1 ^ 

z • ue io 


l v lctL.t-Xl leliytil 


^9 


% identity 


OJ 


KTPAT nAqpri pip i nn 


Tri f"l /-n 17T1 apqf" i \t\ 1171 
111 L, _L \*r LULL ae O L. J_ V LULL 


Seq. No. 


304183 


Seq. ID 


nwy700446596.hl 


Method 


BLASTX 


NCBI GI 


g!122317 



43026 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



166 

4.0e-12 

33 

97 

(X94193) heat shock protein 17.9 [Pennisetum glaucum] 
304184 

nwy700446786.hl 

BLASTX 

gl351974 

305 

4.0e-28 

62 

100 

ADP-RIBOSYLATION FACTOR >gi_107 6788_pir S49325 

ADP-ribosylation factor - maize >gi__1076789_pir S5348 6 

ADP-ribosylation factor - maize >gi_556686_emb_CAA56351_ 
(X80042) ADP-ribosylation factor [Zea mays] 

304185 

nwy700446811.hl 

BLASTX 

g3876247 

220 

3.0e-18 

92 

47 

{Z71262) similar to serine/threonine kinase; cDNA EST 
EMBL:D27596 comes from this gene; cDNA EST EMBL:D75765 
comes from this gene; cDNA EST EMBL:D34336 comes from this 
gene; cDNA EST EMBL:D34931 comes from this gene; cDNA EST E 

304186 

nwy700446926.hl 

BLASTX 

gl35397 

174 

1.0e-20 

59 
92 

TUBULIN ALPHA- 1 CHAIN, BRAIN-SPECIFIC 
>gi_37492_emb_CAA25855_ (X01703) alpha-tubulin [Homo 
sapiens] 

304187 

nwy700446943.hl 

BLASTX 

g3004565 

292 

1.0e-26 

94 

65 

(AC003673) putative protein kinase [Arabidopsis thaliana] 
304188 

nwy700446972.hl 
BLASTX 



43027 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl076678 
319 

8.0e-30 

75 

87 

ubiquitin / ribosomal protein S27a 



304189 

nwy700447212.hl 

BLASTN 

g22245 

137 

4.0e-71 

242 
95 

Zea mays DNA for 
transcriptase) 



potato (fragment) 



cin4 element (showing homology to reverse 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304190 

nwy700447237.hl 

BLASTN 

g3287465 

38 

3.0e-12 

86 

86 

Homo sapiens chromosome 17, clone hRPK .100 3_J_3 , complete 
sequence [Homo sapiens] 

304191 

nwy700447404.hl 

BLASTN 

g2921499 

148 

6.0e-78 

184 

95 

Human DNA from chromosome 14 -specific cosmid containing 
XRCC3 DNA repair gene, genomic sequence, complete sequence 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



304192 

nwy700447580.hl 

BLASTX 

g3250675 

181 

1.0e-13 

70 

53 

(AL024486) putative protein 
304193 

nwy700447583.hl 

BLASTN 

g22312 

70 

3.0e-31 



[Arabidopsis thaliana] 



43028 



Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200 
90 

Maize ABA-inducible gene for glycine-rich protein { ABA = 
abscisic acid) 

304194 

nwy700447749.hl 

BLASTX 

g4335735 

145 

2.0e-09 

39 

59 

(AC006248) hypothetical protein [Arabidopsis thaliana] 
304195 

nwy700447770.hl 

BLASTX 

g4335729 

217 

7.0e-18 

86 

47 

(AC006248) putative salt-inducible protein [Arabidopsis 
thaliana] 



304196 

nwy700447841.hl 

BLASTX 

gl076678 

193 

5.0e-15 

72 
62 

ubiquitin / ribosomal protein S27a 



- potato (fragment) 



304197 

nwy7GG447891.hl 

BLASTX 

g3549679 

224 

1.0e-18 

61 

79 

(AL031394) putative protein [Arabidopsis thaliana] 
304198 

nwy700448002.hl 

BLASTX 

gl465735 

235 

1.0e-34 

89 
78 

(U44133) violaxanthin de-epoxidase precursor [Arabidopsis 
thaliana] >gi_3063441 (AC003981) F22013.3 [Arabidopsis 
thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304199 

nwy700448013.hl 

BLASTX 

g2570203 

169 

3.0e-12 

92 

39 

(U59235) unknown [Synechococcus PCC7942] 
304200 

nwy700448052.hl 

BLASTX 

g587566 

157 

6.0e-20 

90 

57 

(X80237) mitochondrial processing peptidase [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



304201 

nwy700448108.hl 

BLASTN 

g206738 

114 

9.0e-58 

134 

96 

Rat ribosomal protein Sll mRNA, complete cds 
304202 

nwy700448122.hl 

BLASTN 

g3282162 

39 

1.0e-12 

59 

92 

Homo sapiens chromosome 5, PI clone 737H5 (LBNL H36), 
complete sequence [Homo sapiens] 

304203 

nwy700448163.hl 

BLASTX 

g2723473 

278 

5.0e-25 

61 

92 

(D89726) defender against apoptotic death 1 protein [Oryza 
sativa] >gi_2723883_dbj_BAA24104_ (D89727) defender against 
apoptotic death 1 protein [Oryza sativa] 

304204 

nwy700448206.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

gl709551 

539 

2.0e-55 

103 

97 

CYTOSOLIC PHOSPHOLIPASE A2 (CPLA2) (PHOSPHATIDYLCHOLINE 
2-ACYLHYDROLASE) / LYSOPHOSPHOLIPASE >gi_967278_bbs_166307 
(S77829) phospholipase A2, PLA2 [rats, brain, Peptide, 752 
aa] [Rattus sp.] 

304205 

nwy700448214.hl 

BLASTN 

g4503014 

137 

2.0e-71 

185 

94 

Homo sapiens copine III (CPNE3) mRNA 

>gi_3327085_dbj_AB014536_AB014536 Homo sapiens mRNA for 
KIAA0636 protein, complete cds 

304206 

nwy700448233.hl 

BLASTN 

g2641953 

125 

3.0e-64 

145 

97 

Rattus norvegicus mRNA for antizyme inhibitor, complete cds 
304207 

nwy700448267.hl 

BLASTX 

g4505307 

218 

1.0e-19 

92 

58 

myosin VIIA (Usher syndrome IB (autosomal recessive, 
severe)) >gi_1235670 (U39226) myosin VIIA [Homo sapiens] 

304208 

nwy700448294.hl 

BLASTN 

gl673440 

169 

2.0e-90 

185 

98 

M.musculus 94kb genomic sequence encoding Tsx gene 
304209 

nwy700448317.hl 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g510910 
79 

1.0e-36 

178 
87 

L. temulentum mRNA for histone H3 
304210 

nwy700448369.hl 

BLASTN 

g687711 

104 

9.0e-52 

164 

93 

Rattus norvegicus lens epithelial protein mRNA, complete 
cds 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
.% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



304211 

nwy700448388.hl 

BLASTX 

g!710546 

147 

1.0e-09 

53 

58 

60S RIBOSOMAL PROTEIN L36 >gi_1276967 (U47095) putative 
ribosomal protein [Daucus carota] 

304212 

nwy700448391.hl 

BLASTX 

gll70084 

240 

6.0e-33 

82 

91 

GLUTATHIONE S-TRANSFERASE YC-1 (CHAIN 2) (GST YC1) 

(CLASS-ALPHA) >gi_92307__pir A26753 glutathione transferase 

(EC 2.5.1.18} Ycl - rat >gi_204517 (K01932) glutathione 
S-transf erase Yc subunit [Rattus norvegicus] 
>gi_576438_emb_CAA55405_ (X78848) glutathione transferase 
[Rattus norvegicus] 

304213 

nwy700448459.hl 

BLASTX 

g2459448 

281 

3.0e-25 

82 
67 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 

304214 

nwy700448461.hl 
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"Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g2316016 

211 

4.0e-17 

101 

44 

(U92650) 



MRP-like ABC transporter [Arabidopsis thaliana] 



304215 

pmx700081823.hl 

BLASTN 

g22274 

66 

8.0e-29 

66 

100 

Maize 26S - 17S rDNA spacer region from Black Mexican Sweet 
(BMS) suspension cells 

304216 

pmx700081830.hl 

BLASTX 

g3924609 

146 

1.0e-ll 

94 

41 

(AF069442) putative polyprotein of LTR transposon 
[Arabidopsis thaliana] 



304217 

pmx700081840.hl 

BLASTX 

g2119927 

401 

2.0e-39 

94 

81 

translation elongation factor G, 
304218 

pmx700081860.hl 

BLASTX 

g3021348 

266 

9.0e-24 

66 

77 

(AJ004961) ribosomal protein L18 
304219 

pmx700081884.hl 

BLASTX 

g2459426 

140 

4.0e-16 
95 



chloroplast - soybean 



[Cicer arietinum] 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



54 

(AC002332) putative splicing factor U2AF large chain 
[Arabidopsis thaliana] 



304220 

pmx700081885.hl 

BLASTX 

g4262174 

319 

1.0e-29 

101 

57 

(AC005508) 9058 



[Arabidopsis thaliana] 



304221 

pmx700081909.hl 

BLASTX 

g3913018 

339 

4.0e-32 

67 

97 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

304222 

pmx700081934.hl 

BLASTX 

gl29708 

144 

3.0e-09 

43 

65 

PROTOCHLOROPHYLLIDE REDUCTASE PRECURSOR (PCR) 
{ NADPH - PROTOCHLORO PH YLL I DE OX I DORE DUCTAS E ) 

>gi_82417__pir S04783 protochlorophyllide reductase (EC 

1.3.1.33) precursor - barley >gi_19061_emb_CAA33879_ 
(X15869) precursor peptide (AA -74 to 314) [Hordeum 

vulgare] >gi__227065_prf 1613434A protochlorophyllide 

oxidoreductase [Hordeum vulgare var. distichum] 

304223 

pmx700081951.hl 

BLASTX 

g4099919 

154 

2.0e-10 

58 

55 

(U91981) pollen allergen homolog [Triticum aestivum] 
304224 

pmx700081971.hl 

BLASTX 

g2398831 

309 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-28 

63 
87 

(X75542) 4-coumarate:CoA ligase [Vanilla planifolia] 
304225 

pmx700081989.hl 

BLASTX 

g419789 

153 

2.0e-10 

56 

52 

hypothetical protein - potato 
304226 

pmx700082038.hl 

BLASTX 

g4454012 

316 

1.0e-29 

77 

70 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 

304227 

pmx700082065.hl 

BLASTX 

gl076685 

159 

3.0e-ll 

41 

63 

SPF1 protein - sweet potato >gi_484261_dbj_BAA06278_ 
(D30038) SPF1 protein [Ipomoea batatas] 

304228 

pmx700082072.hl 

BLASTX 

g4063760 

192 

7.0e-15 

91 

46 

(AC005561) putative POL3 protein [Arabidopsis thaliana] 
304229 

pmx700082075.hl 

BLASTX 

g481762 

149 

8.0e-10 

81 

36 

beta-adaptin 1 - fruit fly (Drosophila melanogaster) 
>gi_434902_emb_CAA53509_ (X75910) beta-adaptin Drosophila 1 
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[Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304230 

pmx700082113.hl 

BLASTX 

g4512624 

411 

1.0e-40 

98 
79 

(AC004793) Strong similarity to gi_3033401 F19I3.29 
putative potassium transporter from Arabidopsis thaliana 
BAC gb_AC004238 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304231 

pmx700082118.hl 

BLASTX 

g4056478 

197 

2.0e-22 

100 

61 

(AC005896) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304232 

pmx700082123.hl 

BLASTN 

g4140643 

57 

2.0e-23 

93 

90 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 


304233 


Seq. ID 


pmx700082162.hl 


Method 


BLASTX 


NCBI GI 


g4099092 


BLAST score 


269 


E value 


8.0e-24 


Match length 


77 


% identity 1 


65 


NCBI Description 


(U83179) unknown 


Seq. No. 


304234 


Seq. ID 


pmx700082222.hl 


Method 


BLASTX 


NCBI GI 


g4006869 


BLAST score 


166 


E value 


2.0e-18 


Match length 


77 


% identity 


62 


NCBI Description 


(Z99707) patatin- 


Seq. No. 


304235 


Seq. ID 


pmx700082281.hl 



[Arabidopsis thaliana] 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3821780 

36 

4.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
304236 

pmx700082285.hl 

BLASTX 

g729135 

215 

6.0e-18 

54 

83 

CAFFEIC ACID 3-O-METHYLTRANSFERASE 
(S-ADENOSYSL-L-METHIONINE: CAFFEIC ACID 

3-O-METHYLTRANSFERASE) (COMT) >gi_283034_pir S28612 

catechol O-methyltransf erase (EC 2.1.1.6) - maize 
>gi_168532 (M73235) O-methyltransf erase [Zea mays] 



Seq. No. 


304237 


Seq. ID 


pmx700082292.hl 


Method 


BLASTX 


NCBI GI 


g3059l3l 


BLAST score 


o r\ r\ 

200 


E value 


7.0e-l6 


Match length 


73 


% identity 


55 


NCBI Description 


(AJ000478) cytochrome P450 


Seq. No. 


304238 


Seq. ID 


pmx700082318.hl 


Method 


BLASTX 


NCBI GI 


g3283026 


BLAST score 


162 


E value 


3.0e-ll 


Match length 


86 


% identity 


44 


NCBI Description 


(AF051562) putative transpo: 


Seq. No. 


304239 


Seq. ID 


pmx700082381.hl 


Method 


BLASTX 


NCBI GI 


g3063706 


BLAST score 


227 


E value 


5.0e-19 


Match length 


83 


% identity 


49 


NCBI Description 


(AL022537) putative protein 


Seq. No. 


304240 


Seq. ID 


pmx700082412.hl 


Method 


BLASTX 


NCBI GI 


g4263717 


BLAST score 


201 



[Helianthus tuberosus] 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
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E value 
Match length 
% identity 
NCBI Description 



6.0e-16 

94 
49 

(AC006223) putative inositol polyphosphate 5-phosphatase 
[Arabidopsis thaliana] 





304241 


oeq. xu 


pui2t / uuuozjUi • ni 


LiC LIIvJImL 


OiuliJ X LN 






i3j_Ln.o i score 




Hi V d. _L LLC 


a np-11 

\J . WC XX 


LYiaLcn xciiyi_.ii 




% i Hpnt* it v 

o -j. Vji ^ 1 1 i_ -i- ^ _y 


89 


NCBI Description 


Oryza sativa mRNA for EF-1 alpha, complete cds 


Seq. No. 


304242 


Seq. ID 


pmx700082563.hl 


Method 


BLASTX 


NCBI GI 


gll4268 


BLAST score 


190 


E value 


6.0e-15 


Match length 


54 


% identity 


54 


NCBI Description 


L-ASCORBATE OXIDASE H0M0L0G PRECURSOR (ASCORBASE) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



>gi__541907_pir S23763 gene BplO protein - rape 

>gi_17789_emb__CAA45554_ (X64257) protein homologous to 
ascorbate oxidase [Brassica napus] 

304243 

pmx700082565.hl 

BLASTN 

gll85553 

43 

5.0e-15 

91 

54 

Zea ma^s glyceraldehyde-3-phosphate dehydrogenase (gpc2) 
gene, complete cds 

304244 

pmx700082587.hl 

BLASTX 

g2262159 

144 

1.0e-09 

48 

62 

(AC002329) predicted protein similar to S.pombe protein 
C5H10.03 [Arabidopsis thaliana] 

304245 

pmx700082591.hl 

BLASTX 

g4239821 

346 

7.0e-33 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 
79 

(AB010876) germin-like protein 1 [Oryza sativa] 
304246 

pmx700082595.hl 

BLASTN 

g4234845 

141 

2.0e-73 

141 

100 

Zea mays copia-like retrotransposon Sto-17, partial 
sequence 



Seq. No. 


304247 


Seq. ID 


pmx700082616.hl 


Method 


BLASTX 


NCBI GI 


gl296955 


BLAST score 


255 


E value 


2.0e-22 


Match length 


75 


% identity 


40 


NCBI Description 


(X95402) duplicated domain 


Seq. No. 


304248 


Seq. ID 


pmx700082619.hl 


Method 


BLASTX 


NCBI GI 


g!31770 


BLAST score 


232 


E value 


1.0e-19 


Match length 


61 


% identity 


70 


NCBI Description 


40S RIBOSOMAL PROTEIN S9 (< 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb_CAA29844__ (X06636) rpl024 protein 
[Dictyostelium discoideum] 

304249 

pmx700082632.hl 

BLASTX 

g4544423 

258 

1.0e-22 

66 

70 

(AC006955) hypothetical protein [Arabidopsis thallana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



304250 

pmx700082652.hl 

BLASTX 

g627468 

211 

4.0e-17 

84 

49 



43039 



o • 

NCBI Description hypothetical protein 1 - human >gi_285983_dbj_BAA027 99 
(D13635) KIAA0010 [Homo sapiens] 



O tr • IN KJ • 


".04 9 M 

jUI^JI 




r>Tnx7000fi?fi7Q hi 

£J1LLA / UUUOty / .7 • 11 _L 






NCBI GI 


gl20670 


BLAST score 


353 


E - value 


O • Uc 0*± 


Lid uv-.ii iciiyuii 


£7 


9- t ^1 4"" i 4** t ^ 

t> iu.eni.ity 


1UU 


lN^-DJ. L/cbOi J_p L JLOX1 






>gi_iuuo /y pir ouoo/y giyceraiaenyde-o-pnospnate 




denyarogenase (he l.z.i.iz) c — maize 




^gi_^yooOj eiuD uiiHjODZu lAiooyoj oArun [Ziea mays j 


Seq. No. 


304252 


Seq. ID 


pmx700082703.hl 


ricLIiOU 




NfRT (IT 


rr~.04 71 1 4 

y Juri / lift 


Diiiioi score 




Hj Value 


z . ue*~ jo 


Match length 


1U4 


-s identity 


D / 


inujdi Description 


t Ar u d o y i y j jno derinition line round [Araoidopsis tnaliana] 


oeq • lno . 




OCL| • 1L> 


rvn^OOOfi^P^ hi 


1 V 1C U11UU 


nlo/iD 1 A 


MpRT (IT 


rrl 40701 
y 1 4 u / u l 


BLAST score 


163 


E value 


2.0e-ll 


1W ^ 4- Vi 1 ^ t*\ /t 4- Vi 

rJaucn leng lxi 


10 0 
1U u 


o lUt511Lll_y 


o o 


jNUtsi Description 


HiFCJIJiiiil 1CAL Zo.b KD PROTEIN IN TOLC-RIBB INTERGENIC REGION 




tUKi;B} (tjzboj >gi_ybU /o__pir SzzjDi hypothetical protein B 




- Escherichia coll >gi_14 6680 (M77129) 0RFB [Escherichia 




colij >gi_1789419 (AE000386) orf, hypothetical protein 




[Escherichia coli] 


UCL[. IN U * 




Qprr TH 
uc^i J. u 


nT n Y 7 000P bl 


Method 


BLASTX 


NCBI GI 


g2654212 


nitAbi score 


O Q A 

z y4 


E value 


Q Art O *7 

0 . ue-z / 


Match length 


59 


% identity 




NCBI Description 


(AF035458) heat shock 70 protein [Spinacia oleracea] 




>gi_2773052 (AF039084) heat shock 70 protein [Spinacia 




oleracea] 


Seq. No. 


304255 


Seq, ID 


pmx700082877.hl 


Method 


BLASTX 


NCBI GI 


g3341694 


BLAST score 


266 
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o 



E value 








_L VJ \J 




9" T ^ +- T 4*tt 

•?> luciitiiy 










xJ.Js.t5 piutclll 


oeq» JNO . 


^O/l o £ c 
OUf-ZOO 




Qorr Tn 






LJ.C LlluU 


JDJuirlO 1 jT_. 




NCBI GI 


g3135493 




BLAST score 


210 




17" T1 1 "1 Till 


6.0e-17 




Ms t* rh 1 j-_ri n"t~ Vi 

L1GU V_.ll J.C11U Lil 


103 






45 






(AF060248) unknown [Arabidops 


oeq * LNO . 


304257 




OcLj[. XJJ 


pmx700082940.hl 






BLASTN 




NCBI GI 


g22324 




BLAST score 


187 




E value 


1.0e-101 




T\A +■ f> Vi T __i ~~t /'i 1 

i.dLui xcriytn 


262 




■3 identity 


93 




lNk^-Dl ucbcripLion 


Z.mays mRNA for 


H2B histone (< 


Seq. No. 


304258 




Corr Tn 

oeq. ±u 


pmx700082958.hl 






BLASTX 






gl730674 




BLAST score 


194 




E value 


4.0e-15 




Match length 


57 




% identity 


61 




NCBI Description 


HYPOTHETICAL 62. 


7 KD PROTEIN '. 



(clone CH2B221) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



SEC12-SSK2 INTERGENIC 

REGION >gi_2132801_pir S63361 probable membrane protein 

YNR030w - yeast (Saccharomyces cerevisiae) 
>gi_1302525_emb_CAA96310_ (Z71645) ORF YNR030w 
[Saccharomyces cerevisiae] 

304259 

pmx700082972.hl 

BLASTX 

g3859602 

249 

2.0e-21 

87 

48 

(AF104 919) contains similarity to human 

DHHC-domain-containing cysteine-rich protein (GB:U90653) 
and several S. cerevisiae probable membrane proteins 
(68:020865, Z48758, U43491) [Arabidopsis thaliana] 

304260 

pmx700082985.hl 

BLASTX 

g3021270 

147 
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E value 


1.0e-09 


L la L, Ui 1 1C1 ly L. 1 1 


71 


o x u.cn i — l u._y 


42 


VI O O T T^QC! AV*1 T^4~ 1 ATI 


( 7ST H9 9 *7 ^ cot*t no / "f - h v o nn i no Vi naco — 1 *i t^t , 0'I~^'iti 
^ r\Li \J Z. *± 1 ) OCilHC/ uiiX eUilXlle JS.XIla.oe llft.C Jw>XvJt-eXll 




r 7\ y* la V\ n H a ■a oi e 4- Vi a 1 t ana 1 
^ Lrix. aJJXUUpolo Llla.XXa.lla. j 


o6q. INO . 




c PfT jn 
oet^. ±u 


r-iTnv7nnnft9 QftP hi 


Mpt" horl 


RT.ASTX 


NCBI GI 


g2880051 


BLAST score 


196 


E value 




M^1~r , h 1 rr"h h 


84 


S- t nan "H n "H^t 


RO 


NPRT flp^rri nf "i on 

LN i—> -L U w O W J L. K-/ 


fAP009*^40} mit^tivp nTotpi n ki na^p r Ai^ahn doo^i s thai 


Carr Ma 

oeq . lNu • 




CpirT TP) 


LJi.UA. / UUUO JUUt. * 1 1 X 


Mo"hh nH 


XJ XJ-rt.0 X A. 


NCBI GI 


gl705924 


BLAST score 


221 


E value 


o • ue xo 


1 let L. Oil XCiiy L.11 






A R 




PT.PR PPOTFTM >ni fiftRQ^d ^090^4^^ n nR r 9 vnprhnrnrm ^ 
v_sXj.l o rr\.u x j_j x xh / y _l u o j 7 \U£>uui u j ^iud [ u yiicu>iiU\^uuL>uo 


oeq, wo . 




oeq. XL' 


pitix /uuuojuzx. ni 


l v le L11UU 


IjXxriO X A 


NCBI GI 


g509810 


BLAST score 


429 


E value 


1 Ho — 4 9 


l v ldUUll xeiiyuii 




% identity 


Q-7 

cs / 


\T( r>1 'D T noo/^vi t"\4~ i ai*i 
lNk_,l3X UcoCX lpLlOil 


lXiUO*±OOJ cllvclupe K^dnCT i-llxraSe [HxaDluUpblo LllciXXcillcl j 


oeq. INO. 


"304 9 £/l 




r^mv7nnf)ft ^f)41 hi 
£JuLa. / UVJUOOUftX • 11 X 


Lie LIIUU 


RT.A9TY 


MfDT (IT 






320 


E value 


6.0e-30 


Match length 


87 


% identity 


63 


NCBI Description 


(AC004625) DNA- (apurinic or apyrimidinic site) lyase 




[Arabidopsis thaliana] 



ARP 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304265 

pmx700083108.hl 

BLASTX 

g3461836 

395 

1.0e-38 

105 

70 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927841 (AC005727) putative protein kinase [Arabidopsis 



43042 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304266 

pmx700083123.hl 

BLASTX 

gl29916 

379 

1.0e-36 

78 
96 

PHOS PHOGL YCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2,7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
{AA 1 - 401) [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304267 

pmx700083130.hl 

BLASTX 

g3242785 

265 

2.0e-23 

93 

55 

(AF055355) respiratory burst oxidase protein C [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304268 

pmx700083236.hl 

BLASTX 

g3786007 

187 

3.0e-14 

87 

44 

(AC005499) hypothetical protein [Arabidopsis thaliana] 
304269 

pmx700083238.hl 

BLASTX 

g3292826 

147 

2.0e-09 

30 

87 

(AL031018) hypothetical protein [Arabidopsis thaliana] 
304270 

pmx700083275.hl 

BLASTX 

g3914056 

303 

6.0e~28 

93 

65 

DNA MISMATCH REPAIR PROTEIN MSH2 >gi_2522362 (AE002706) 
MutS homolog 2 [Arabidopsis thaliana] >gi_2522364 
(AF003005) MutS homolog 2 [Arabidopsis thaliana] 



43043 




>gi_2547236 (AF026549) DNA mismatch repair protein MSH2 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304271 

pmx700083294.hl 

BLASTX 

gl345132 

314 

3.0e-29 

89 

69 

(U47029) ERECT A [Arabidopsis thaliana] 

>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi__3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304272 

pmx700083316.hl 

BLASTX 

g3176965 

194 

1.0e-32 

89 

77 

(AF067967) pyrroline-5-carboxylate synthetase 
[Mesembryanthemum crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304273 

pmx700083338.hl 

BLASTX 

g2147484 

468 

3.0e-47 

100 

89 

homeotic protein 
homeobox protein 



- Phalaenopsis sp >gi_l 173622 (U34743) 
[Phalaenopsis sp. 'hybrid SM9108 1 ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304274 

pmx700083382.hl 

BLASTX 

gl707020 

235 

4.0e-20 

79 

52 

(U78721) hypothetical protein [Arabidopsis thaliana] 
304275 

pmx700083430.hl 

BLASTX 

g2642648 

266 

4.0e-25 

78 

85 

(AF033852) cytosolic heat shock 70 protein; HSC70-3 



43044 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



[Spinacia oleracea] >gi_2660768 (AF034 616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034 617) 
cytosolic heat shock 70 protein [Spinacia oleracea] 

304276 

pmx700083446.hl 

BLASTX 

g4220528 

325 

2.0e-30 

81 

75 

(AL035356) glucose-6-phosphate isomerase [Arabidopsis 
thaliana] 

304277 

pmx700083456.hl 

BLASTX 

gll84774 

231 

2.0e-19 

52 

87 

(U45856) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC3 [Zea mays] 

304278 

pmx700083528.hl 

BLASTX 

gl22007 

142 

3.0e-12 

45 

73 

HISTONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 

304279 

pmx700083542.hl 

BLASTX 

gl655536 

175 

4.0e-13 

40 

75 

(Y09095) chloride channel 
>gi_l 74295 7_emb_CAA9 6 0 5 9_ 



[Arabidopsis thaliana] 

(Z71447) CLC-c chloride channel 



protein [Arabidopsis thaliana] 
304280 

pmx700083555.hl 

BLASTX 

g4220474 

192 

8.0e-15 
45 



43045 



o 



% i dent i 1" v 


82 


NPRT Dp^nri rit i on 

V_*XJ X UCOLJ LU L. X ^1 A 


i^uuouo^j putative myosxn neavy cnam [AraDiaopsxs 




"hha 1 i ana 1 


O C ^ • !>JvJ • 


"30 A9P1 


Seq« ID 


Dmx700083635 hi 


Method 


BLASTX 


NCBI GI 


g3540206 


BLAST score 


326 


E value 


1 . Oe-30 


Match length 


83 


S; i Hprif i fu 
o -i- Vjic i i i_ x _y 




NCBI Description 


v-ha_,uu-±^ou j nypouneT-XGax protein LAraDXuopsxs unaxxanaj 






Sea. ID 




Method 


BLASTX 


NCBI GI 


gl705463 


BLAST score 


226 


E value 


3. Oe-30 


Match length 


75 


% identity 


91 


NCBI Description 


BIOTIN SYNTHASE {BIOTIN ^YNTHFTA^F^ >rH 91 9QS47 r\i -r Q719A/I 




biotin svtha^p — Arahirinnqi «; fh^l iana "^rr-i 1 HiR^T^ / n94 1 A1 \ 




biotin sythase [Arabidopsis thaliana] >gi~1403662 (U31806) 




BI02 protein [Arabidopsis thaliana] >gi_1769457 (L34413) 




ijxoLxii byntuase [-"-xaDxaopsxs tznaxianaj ^gx ^.iooyoj 




irt^uu^oojj uiotin syntnase ^rsxo n) [AraDxaopsxs tnalxanaj 




^gx__ioo yu±o_prr z^uy^ooA Diotin syntnase LAratoxaopsxs 




thai i anal 

l_.llClXXGi.lJ.Cl J 






Sea ID 


nTnv7DDnfi hi 

£JllL__ / UUUOOO_7-± * liX 


Method 


BLASTX 


NCBI GI 


g3402749 


BLAST score 


158 


E liip 

J— * V d -i_ 




Match length 


84 


% identity 


51 


NCBI Description 


(AL031187) putative protein [Arabidopsis thaliana] 


Seq. No. 


304284 


Seq, ID 


pmx700083705.hl 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g3249105 

181 

7.0e-14 

40 

82 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 

304285 

pmx700083716.hl 

BLASTX 

g3874685 

171 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



2.0e-12 

89 
35 

(Z78539) Similarity to S.pombe hypothetical protein C4G8.04 
(SW:YAD4_SCHP0) ; cDNA EST EMBL:D27846 comes from this gene; 
cDNA EST EMBL:D27845 comes from this gene; cDNA EST 
yk202h7.3 comes from this gene; cDNA EST yk202h7.5 come 

304286 

pmx700083750.hl 

BLASTX 

g2244807 

229 

3.0e-19 

81 

52 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
304287 

pmx700083765.hl 

BLASTX 

g3249113 

287 

5.0e-26 

92 

71 

(AC003114) Strong similarity to kinesin homolog IGO02P16.12 
gb_2191180 from A. thaliana BAG gb_AF0 07270 . [Arabidopsis 
thaliana] 

304288 

pmx700083782.hl 

BLASTX 

g3831457 

311 

7.0e-29 

90 

67 

(AC005700) putative ion channel protein [Arabidopsis 
thaliana] 

304289 

pmx700083813.hl 

BLASTX 

g2583123 

300 

2.0e-27 

94 

62 

(AC002387) putative nucleotide sugar epimerase [Arabidopsis 
thaliana] 

304290 

pmx700083827.hl 

BLASTX 

g2244772 

186 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-14 

72 
53 

(Z97335) transport protein [Arabidopsis thaliana] 
304291 

pmx700083862.hl 

BLASTX 

g3056595 

201 

6.0e-16 

91 
51 

(AC004255) T1F9.16 [Arabidopsis thaliana] 
304292 

pmx700083867.hl 

BLASTX 

g282994 

395 

1.0e-38 

83 
86 

Sipl protein - barley >gi_167100 (M77475) seed imbibition 
protein [Hordeum vulgare] 



Seq. No. 


304293 


Seq. ID 


pmx700083913.hl 


Method 


BLASTX 


NCBI GI 


g2702273 


BLAST- score 


180 


E value 


2.0e-13 


Match length 


100 


% identity 


43 


NCBI Description 


(AC003033) carrot : 


Seq. No. 


304294 


Seq. ID 


pmx700083939.hl 


Method 


BLASTN 


NCBI GI 


g21800 


BLAST score 


80 


E value 


3.0e-37 


Match length 


195 


% identity 


76 


NCBI Description 


T.aestivum L mRNA 


Seq. No. 


304295 


Seq. ID 


pmx700083949.hl 


Method 


BLASTX 


NCBI GI 


gl617270 


BLAST score 


397 


E value 


8.0e-39 


Match length 


109 


% identity 


67 


NCBI Description 


(X94 624) acyl-CoA 


Seq. No. 


304296 



for histone H2B 



[Brassica napus] 



43048 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pmx700083955.hl 

BLASTX 

g4530126 

172 

2.0e-12 

74 

49 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



oeq. jno . 




q orT t n 
oeq. J- u 


pnix / uuuo / *± . n± 








y *± u ± you u 


BLAST score 


155 


E value 


2.0e-10 


lxiatcn xengrn 


y / 


■6 luenti ty 


l b 


iNLbi uescnption 


(AFuoo4^4) orr 


Seq. No. 


304298 


Seq. ID 


pmx700083986 .hi 


Method 


BLASTX 




_o O /I ^ o o. o 

gzz44oyo 


Djjiibi score 


Zoo 


E value 


1.0e-25 


Match length 


103 


-s identity 


50 


jnl,dx Description 


(Zy/Joo) strong 




regulatory chai] 


Seq. No. 


304299 


Seq. ID 


pmx700084030.hl 


Method 


BLASTX 




«07 Q0O1 vl 

gz / yzz±4 


BLAST score 


152 


E value 


3.0e-10 


Match length 


81 


% identity 


41 


NCBI Description 


(AF032685) NBS-j 




vulgare] 


Seq, No. 


304300 


Seq. ID 


pmx700084059.hl 


Method 


BLASTX 


NCBI GI 


gl40207 


BLAST score 


208 


E value 


9.0e-17 


Match length 


58 


% identity 


64 



74K [Arabidopsis thaliana] 



NCBI Description PROBABLE 40S RIBOSOMAL PROTEIN S9 >gi_102109_pir S12674 



ribosomal protein S9.e 
>gi_l 039 9_emb_CAA3 6818 



190) [Trypanosoma brucei] 



• Trypanosoma brucei 
(X52586) aid orfU protein (AA 1 



Seq. No. 
Seq. ID 



304301 

pmx700084087.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g4371296 

166 

7.0e-12 

74 
49 

(AC006260) putative receptor protein kinase [Arabidopsis 
thaliana] 



304302 

pmx700084088.hl 

BLASTX 

g2149640 

162 

2.0e-ll 

41 

76 

(U91995) Argonaute protein 



[Arabidopsis thaliana] 



304303 

pmx700084102.hl 

BLASTN 

g3821780 

36 

7.0e-ll 

48 
67 

Xenopus laevis cDNA clone 27A6-1 
304304 

pmx700084125.hl 

BLASTX 

g4581207 

164 

2.0e-ll 

75 

40 

(Y17914) cyclic nucleotide and calmodulin-regulated ion 
channel [Arabidopsis thaliana] 

304305 

pmx700084302.hl 

BLASTX 

g4539458 

149 

9.0e-10 

101 

39 

(AL049500) hypothetical protein [Arabidopsis thaliana] 
304306 

pmx700084309,hl 

BLASTX 

g4580398 

180 

2.0e-13 
63 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



56 

(AC007171) putative protein kinase APK1A [Arabidopsis 
thaliana] 

304307 

pmx700084322.hl 

BLASTX 

g2911048 

177 

4.0e-13 

90 

50 

(AL021961) hypothetical protein [Arabidopsis thaliana] 
304308 

pmx700084491.hl 

BLASTN 

g940880 

39 

1.0e-12 

99 

85 



NCBI Description Z.mays zag2 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304309 

pmx700084512.hl 

BLASTX 

g4454012 

249 

2.0e-21 

75 

59 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 

304310 

pmx700084547.hl 

BLASTX 

g3549667 

328 

9.0e-31 

87 
72 

(AL031394) Arabidopsis dynamin-like protein ADL2 
[Arabidopsis thaliana] 

304311 

pmx700084574.hl 

BLASTN 

g22312 

69 

5.0e-31 

117 

90 

Maize ABA-inducible gene for glycine-rich protein ( ABA 
abscisic acid) 



43051 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304312 

pmx700084577.hl 

BLASTX 

g4539320 

324 

3.0e-30 

103 

56 

(AL035679) putative endo-1, 4-beta-glucanase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304313 

pmx700084604.hl 

BLASTX 

g3021280 

249 

2.0e-21 

108 
47 

(AL022347) serine /threonine kinase 
[Arabidopsis thaliana] 



like protein 



304314 

pmx700084671.hl 

BLASTX 

g3411227 

212 

3.0e-17 

89 

48 

(AF078874) NBS-LRR type disease resistance protein 02 
[Avena sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304315 

pmx700084705.hl 
BLAST N 
gl206012 - 
45 

1.0e-16 

45 

100 

Zea mays beta-D-glucosidase precursor 
cds 



(glu2) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



304316 

pmx700084742.hl 

BLASTX 

g!172836 

415 

6.0e-41 

78 
97 

GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_496272 
small ras-related protein [Nicotiana tabacum] 

304317 

pmx700084743.hl 



(L16787) 



43052 



Mpfhoci 


BLASTX 


NCBI GI 


g2088726 


BLAST score 


146 


T tt o 1 n o 


9 Do-HQ 




U J 




44 




\±±Z \J \J O X *± \J ) V^** *i Hi*± • XJJ ueiie |JxUU.U.L.L L^^^nOXilciiJU.X LXo exeyaiiib 


oeq. jno. 


JU4 J lo 


q orf TPs 
oeq. xu 


piUX / UUUCS4 / O 4 .ni 


Mpt" hnH 

L1C LilvU 


DllTiLj X IN 


NCBI GI 


g2062705 


BLAST score 


35 


Hi VaJ-Uc 


o . ue iu 


Ma I - /^H 1 OTI /T"{~ V"! 

riaL.Uii iciiy ui 






i nn 

1UU 




IiUilLa.il IvU t,yx UpilXXXIl \DLED) lLlr\LNr\/ COILipXeUe CQS 


oeq. jno. 


jU4oi y 




piUX /UUU040ZO . ul 


Mo t" Vi 

ilC UliVJU. 


IjXltIO i Z\. 


NCBI GI 


g4585924 


BLAST score 


189 


& value 


z . ue-X4 




1U j 


% identity 


4 / 


incdx uescrxp tion 


viiL-uu /z xx ; nypor.ner.icax protein [AraDiuopsis rnaxxanaj 


Seq. No. 


JU4 JZU 


OctJ • XL/ 


piiLX / uuuo4<3i7u. ni 


L w lc LiUJU. 


-DXirlO 1 A 


NCBI GI 


g3395431 


BLAST score 


257 


Hj ValUc 


z . ue 


L v ia.T-Cii xengtn 




% identity 


C7 


INyDl UCoOIipLlUil 


^auuu^doj; unKnown proiem [iiraDxaopsxs unaxianaj 


oeq. jno. 


JU4 JZ1 


oeq. xtv 


piiix / uuuo*i?zu. nx 




RT.A^Ty 


NCBI GI 


ct267^Q1 1 
y \j / j^ii 


BLAST score 


223 


E value 


2.0e-18 


rJaLcn ieng tn 


Do 




0 / 


NCBI Description 


(AC002561) putative squamosa-promoter binding protein 




[Arabidopsis thaliana] 


Seq. No. 


oU4 32.2. 


oeq • xu 


piTLx / uuuo 4 yz y . nx 


lie L liOLi 


"RT aQTY 
OXifiO 1 A 


NCBI GI 


g3860251 


BLAST score 


346 


E value 


6.0e-33 


Match length 


91 


% identity 


69 



43053 



o 



NCBI Description (AC005824) putative permease [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304323 

pmx700084952.hl 

BLASTX 

g417745 

142 

5.0e-25 

77 

86 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_JL70773 (L11872) 
S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 







Seq. ID 


pmx700084958.hl 


Method 


BLASTX 


NCBI GI 


g3757523 


BLAST score 


333 


E value 


2.0e-31 


Match length 


103 


% identity 


63 


NCBI Description 


(AC005167) putative 


Seq. No. 


304325 


Seq. ID 


pmx700084987.hl 


Method 


BLASTX 


NCBI GI 


g4008006 


BLAST score 


141 


E value 


3.0e~09 


Match length 


42 


% identity 


69 


NCBI Description 


(AF084034) receptor 




thaliana] 



[Arabidopsis thaliana] 



receptor-like protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304326 

pmx700085009.hl 

BLASTX 

gl!51244 

194 

4.0e-15 

60 

62 

(U43377) GTP-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



304327 

pmx700085039.hl 

BLASTN 

g575730 

178 

1.0e-95 

243 
95 

Z.mays mRNA for transmembrane protein 
304328 

pmx700085075.hl 



43054 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4388782 

112 

3.0e-56 

274 
97 

Zea mays 4 OS ribosomal protein S27 homolog mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304329 

pmx700085120.hl 

BLASTX 

g3800952 

174 

8.0e-13 

88 
44 

(AF100657) No definition line found [Caenorhabditis 
elegans] 



Seq. No. 


304330 


Seq. ID 


pmx700085180.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


6.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis 


Seq. No. 


304331 


Seq. ID 


pmx700085183.hl 


Method 


BLASTX 


NCBI GI 


g3335354 


BLAST score 


237 


E value 


3.0e-20 


Match length 


83 


% identity 


58 


NCBI Description 


(AC004512) This 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BAC sequence gb_AC001229 from A. thaliana. EST gb_AA585814 
comes from this gene. [Arabidopsis thaliana] 

304332 

pmx700085238.hl 

BLASTX 

g4006910 

152 

2.0e-10 

33 

82 

(Z99708) putative protein [Arabidopsis thaliana] 
304333 

pmx700085269.hl 

BLASTX 

g3367517 

233 



43055 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-19 

62 

63 

(AC004392) Similar to F4I1.26 putative beta-glucosidase 

gi_3128187 from A. thaliana BAC gb_AC004521. ESTs 

gb_N97083, gb_F19868 and gb_F15482 come from this gene. 
[Arabidopsis thaliana] 



304334 

pmx700085374.hl 

BLASTN 

gl68722 

35 

3.0e-10 

35 
100 

Z.mays protein phosphatase- 



1 (ZmPPl) mRNA, complete cds 



304335 

pmx700085427.hl 

BLASTX 

g2369714 

393 

2.0e-38 

86 

86 

(Z97178) elongation factor 2 



304336 

pmx700085504.hl 

BLASTX 

g2914703 

313 

5.0e-29 

101 

56 

(AC003974) unknown protein 



[Beta vulgaris] 



[Arabidopsis 'thaliana] 



304337 

pmx700085523.hl 

BLASTN 

g473602 

107 

3.0e-53 

203 

88 

Zea mays W-22 histone H2A mRNA, complete cds 
304338 

pmx700085525.hl 

BLASTX 

g2943742 

159 

6.0e-ll 

91 

41 

(AB002266) XA1 [Oryza sativa] 



43056 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304339 

pmx700085542.hl 

BLASTX 

g2244990 

327 

1.0e-30 

94 

72 

(Z97340) similarity to LIM homeobox protein - 
Caenorhabditis [Arabidopsis thaliana] 

304340 

pmx700085564.hl 

BLASTX 

g3834302 

358 

3.0e-34 

80 

81 

(AC005679) Similar to gb_D45384 vacuolar ^-pyrophosphatase 
from Oryza sativa. ESTs gb_F14272 and gb_F14273 come from 
this gene. [Arabidopsis thaliana] 

304341 

pmx700085584.hl 

BLASTX 

g2244835 

309 

1.0e-28 

92 
62 

(Z97337) protein kinase homolog [Arabidopsis thaliana] 
304342 

pmx700085644.hl 

BLASTX 

g542179 

530 

2.0e-54 

98 

100 

alpha tubulin - maize >gi_629837_pir S39998 tubulin alpha 

chain - maize (fragment) >gi_3934 01_emb_CAA52158_ (X73980) 
alpha tubulin [Zea mays] 

304343 

pmx700085692.hl 

BLASTX 

g!184776 

399 

4.0e-39 

77 

100 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 



43057 



Seq. No. 




Oct|. ±u 


piux / uuuoj / .ni 


Method 




NCBI GI 


g2345154 


BLAST score 


351 


E value 




Match length 


D / 


-s identity 


100 


NCBI Description 


(AF015o2z) ribsomal ; 


Seq, No. 


304345 


oeq. 1JJ 


pmx /uuuoo/io. ni 




T3T aQTY 
oliiiO 1 A. 




rr41 Q1 797 


BLAST score 


154 


E value 


2.0e-10 


Match length 


98 


% identity 


34 


NCBI Description 


(AC005917) putative 



S4 [Zea mays] 



[Arabidopsis thaliana] 



3 T partial 



Seq. No. 


304346 


Seq. ID 


pmx700085722 .hi 


Method 


BLASTX 


NCBI GI 


g3757520 


BLAST score 


151 


E value 


5. 0e-10 


Match length 


56 


% identity 


59 


NCBI Description 


(AC005167) unknown ; 


Seq. No. 


304347 


Seq. ID 


pmx700085770.hl 


Method 


BLASTX 


NCBI GI 


g3953475 


BLAST score 


181 


E value 


8.0e-14 


Match length 


65 


% identity 


49 


NCBI Description 


(AC002328) F22O2.20 


Seq. No. 


304348 


Seq. ID 


pmx700085802.hl 


Method 


BLASTX 


NCBI GI 


g3928092 


BLAST score 


169 


E value 


4.0e-12 


Match length 


41 


% identity 


71 


NCBI Description 


(AC005770) unknown ] 


Seq. No. 


304349 


Seq. ID 


pmx700085848.hl 


Method 


BLASTX 


NCBI GI 


g3183426 


BLAST score 


143 


E value 


4.0e-09 



[Arabidopsis thaliana] 



43058 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



54 
48 

HYPOTHETICAL PROTEIN MJ1559 >gi_2128 936_pir F64494 

hypothetical protein MJ1559 - Methanococcus jannaschii 
>gi_1500452 (U67596) conserved hypothetical protein 
[Methanococcus jannaschii] 

304350 

pmx700085868.hl 

BLASTX 

g3033400 

309 

1.0e-28 

102 
58 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

304351 

pmx700085874.hl 

BLASTX 

g3676071 

403 

1.0e-39 

103 

71 

(Y17969) ERG protein [Arabidopsis thaliana] 



304352 

pmx700085908.hl 

BLASTX 

g2494175 

151 

5.0e-20 

86 

65 

GLUTAMATE DECARBOXYLASE 2 
glutamate decarboxylase 2 



(GAD 2) >gi_1184960 (U46665) 
[Arabidopsis thaliana] 



>gi_1236619 
thaliana] 



(U49937) glutamate decarboxylase [Arabidopsis 



304353 

pmx700085931.hl 

BLASTX 

g3024018 

266 

2.0e-23 

56 

93 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi__2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 

304354 

pmx700085935.hl 
BLASTX 



43059 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g4406759 
248 

2.0e-21 

76 

67 

(AC006836) hypothetical protein [Arabidopsis thaliana] 
304355 

pmx700085950.hl 

BLASTX 

g4200122 

346 

7.0e-33 

83 

80 

(AJ009555) hypothetical protein [Arabidopsis thaliana] 
304356 

pmx700085975.hl 

BLASTN 

gl213276 

93 

7.0e-45 

101 

98 



NCBI Description 2. mays ZEMa gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304357 

pmx700085984.hl 

BLASTX 

g!076777 

159 

6.0e-ll 

55 
62 

protein H2A - wheat >gi_5368 90_dbj_BAA07277_ (D38088) 
protein H2A [Triticum aestivum] 

304358 

pmx700086001.hl 

BLASTX 

g3080420 

159 

6.0e-ll 

55 

64 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



304359 

pmx700086013.hl 

BLASTN 

g397395 

251 

1.0e-139 

251 

100 



43060 



NCBI Description Z.mays MNBlb mRNA for DNA-binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304360 

pmx700086025.hl 

BLASTX 

gl22022 

155 

2.0e-10 

60 

58 

HISTONE H2B >gi_283025 _j>ir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304361 

pmx700086035.hl 

BLASTX 

g3915866 

305 

4.0e-28 

98 

82 

GLUTAMINYL-TRNA SYNTHETASE (GLUTAMINE — TRNA LIGASE) 
>gi_2995455_emb_CAA62901__ (X91787) tRNA- glut amine 
synthetase [Lupinus luteus] 



(GLNRS) 



304362 

pmx700086038.hl 

BLASTX 

g4539452 

382 

4.0e-37 

96 

69 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

304363 

pmx700086044.hl 

BLASTX 

gl362060 

276 

1.0e-24 

90 

59 

dehydroquinase-shikimate dehydrogenase - garden pea 
304364 

pmx700086107.hl 

BLASTX 

g4115383 

223 

1.0e-18 

84 
52 

(AC005967) receptor-like protein kinase [Arabidopsis 
thaliana] 



43061 




Sea. No. 


304365 


Seq. ID 


pmx700086109.hl 


Method 


BLASTX 


NCBI GI 


g3894157 


BLAST score 


317 


E value 


1.0e-29 


Match length 


85 


% identitv 

u j— ulv^ x x \+ *x» i-» y 


74 


NCBI Description 


(AC005312) outative orotein kinase. 3 1 narf i al TAt^It 




*t~ h ^ 1 1 ana 1 


Sea. No. 


304366 


Seq. ID 


pmx700086121 .hi 


Method 


BLASTX 


NCBI GI 


gl34598 


BLAST score 


228 


E value 


4.0e-19 


Match lencrth 


53 


% identity 


87 


NCRT Dp^rrintinn 


OUT ij JA W/\ X L/ Hi L/X QLi(J L riO Hj 'iiT.XT ^k^U LiLH f 


Sea No 


304367 


Seq. ID 


nmx700086124 hi 


Method 


BLASTX 


NCBI GI 


gl565223 


i-j i— iii.kj j. © o w j. c 


Z. 


R 1 hp 




Ma t" <"*H 1 ftri rr - ! - h 

Lid -LG1ILJ L.J.1 










mjojuij L v JuiYiz-"re±ai.ea. protein L/iraDiaopsis t^naxxanaj 




3f)436fl 


Sea ID 


nmx7fi008 61 47 hi 


Method 


BLASTX 


NCBI GI 


g2947062 


BLAST qrnrp 


1 69 


E value 


3 . Oe-12 






% identity 


58 


NCBI De^rrint i nn 




Seq. No. 


304369 


Seq. ID 


pmx700086157 .hi 


Method 


BLASTX 


NCBI GI 


g3334756 


BLAST score 


260 


R 1 hp 

1—1 V d _1_ 1—4. 


ft 

O • UC ^1 .J 


Match length 


67 




76 


NCBI Description 


(Y16672) putative arainine/serine— rich srilicincr facte 




[Medicago sativa] 


Seq. No. 


304370 


Seq. ID 


pmx700086165.hl 


Method 


BLASTN 


NCBI GI 


g2687430 



43062 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Seq. ID 

Method 

NCBI GI 

ELAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



63 

2.0e-27 

83 
95 

Acorus gramineus large subunit 26S ribosomal RNA gene, 
partial sequence 



304371 

pmx700086166.hl 

BLASTX 

g4028970 

193 

6.0e-15 

85 

47 

(AF060248) pollenless3 



[Arabidopsis thaliana] 



304372 

pmx700086175.hl 

BLASTX 

g2984709 

207 

1.0e-17 

68 

71 

(AF053468) DnaJ-related protein ZMDJ1 



[Zea mays] 



304373 

pmx700086257.hl 

BLASTX 

g2341033 

446 

1.0e-44 

111 

71 

(AC000104) Similar to Babesia aldo-keto 
(gbJM93122) . [Arabidopsis thaliana] 



reductase 



304374 

pmx700086264.hl 

BLASTX 

g3241944 

174 

1.0e-12 

51 

55 

(AC004625) DNA- (apurinic or apyrimidinic site) 
[Arabidopsis thaliana] 

304375 

pmx700086293.hl 

BLASTX 

g3702323 

371 

8.0e-36 

103 

68 



lyase, ARP 



43063 



NCBI Description (AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



304376 

pmx700086326.hl 

BLASTX 

g4191774 

274 

8.0e-28 

95 
67 

(AC005917) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 

304377 

pmx700086348.hl 

BLASTX 

g2129773 

257 

2.0e-22 

60 

70 

xyloglucan endotransglycosylase-related protein XTR3 - 
Arabidopsis thaliana (-fragment) >gi_1244752 (U43485) 
xyloglucan endotransglycosylase-related protein 
[Arabidopsis thaliana] 

304378 

pmx700086394.hl 

BLASTX 

g3377823 

247 

3.0e-21 

99 

57 

(AF076275) Arabidopsis thaliana mitogen-activated protein 
kinase (GB:D50468) [Arabidopsis thaliana] 

304379 

pmx700086412.hl 

BLASTX 

g584892 

424 

5.0e-42 

100 

80 

SERINE CARBOXYPEPTIDASE I PRECURSOR ( CARBOXYPE PT I DASE C) 

>gi_629805_pir S43516 serine carboxypeptidase I - rice 

>gi_409580_dbj_BAA04510_ (D17586) serine carboxypeptidase I 
[Oryza sativa] 

304380 

pmx700086418.hl 

BLASTX 

g2501189 

288 

3.0e-26 
65 



43064 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



89 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil-1 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

304381 

pmx700086442.hl 
BLAST N 
g3821780 
36 

7.0e-ll 

48 
67 

Xenopus laevis cDNA clone 27A6-1 
304382 

pmx700086449.hl 

BLASTX 

g3810596 

162 

2.0e-ll 

51 

51 

(AC005398) reverse-transcriptase-like protein [Arabidopsis 
thaliana] 

304383 

pmx700086571.hl 

BLASTX 

g2501021 

319 

1.0e-29 

93 
65 

LYSYL-TRNA SYNTHETASE (LYSINE — TRNA LIGASE) (LYSRS) 
>gi_1652562_dbj_BAA17483_ (D90906) lysyl-tRNA synthetase 
[ Synechocyst is sp . ] 

304384 

pmx700086604.hl 

BLASTN 

g!143863 

35 

8.0e-ll 

95 

84 

Oryza sativa beta-glucosidase mRNA, nuclear gene encoding 
chloroplast protein, complete cds 

304385 

pmx700086629.hl 

BLASTX 

g3047117 

158 

4.0e-ll 

32 



43065 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

(AF058919) similar to ATP-dependent RNA helicases 
[Arabidopsis thaliana] 

304386 

pmx700086653.hl 

BLASTX 

gl!2994 

166 

4.0e-12 

46 

74 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 


304387 


Seq. ID 


pmx700086661.hl 


Method 


BLASTX 


NCBI GI 


g4006835 


BLAST score 


151 


E value 


4.0e-10 


Match length 


87 


% identity 


19 


NCBI Description 


(AC005970) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


304388 


Seq. ID 


pmx700086690.hl 


Method 


BLASTX 


NCBI GI 


a con eo a 

g4587584 


BLAST score 


172 


E value 


1.0e-12 


Match length 


94 


% identity 


41 


NCBI Description 


(AC007232) unknown protein [Arabidopsis thaliana] 


Seq. No. 


304389 


Seq. ID 


pmx700086702.hl 


Method 


BLASTX 


NCBI GI 


g2583120 


BLAST score 


270 


E value 


6.0e-24 


Match length 


102 


% identity 


54 


NCBI Description 


(AC002387) putative receptor-like protein kinase 




[Arabidopsis thaliana] 


Seq. No. 


304390 


Seq. ID 


pmx700086730.hl 


Method 


BLASTX 


NCBI GI 


g3451075 


BLAST score 


388 


E value 


9.0e-38 


Match length 


103 



43066 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

(AL031326) putative protein [Arabidopsis thaliana] 
304391 

pmx700086732.hl 

BLASTX 

g2642165 

148 

1.0e-09 

41 
54 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
304392 

pmx700086736.hl 

BLASTN 

g3420038 

81 

1.0e-37 

269 

83 

Zea mays gypsy/Ty3-type retrotransposon Tekay, complete 
sequence 



Seq. No. 


304393 4 


Seq, ID 


pmx700086741.hl 


Method 


BLASTX 


NCBI GI 


g3128234 


BLAST score 


291 


E value 


2.0e-26 


Match length 


59 


% identity 


88 


NCBI Description 


(AC004077) hypothetical ; 


Seq. No. 


304394 


Seq. ID 


pmx700086772.hl 


Method 


BLASTX 


NCBI GI 


g2130082 


BLAST score 


278 


E value 


7.0e-25 


Match length 


97 


% identity 


56 


NCBI Description 


protein kinase Xa21 (EC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.7.1.-) - rice >gi_1122443 
(U37133) receptor kinase-like protein [Oryza sativa] 
>gi_2586085 (U72723) receptor kinase-like protein [Oryza 

longistaminata] >gi_1586408jprf 2203451A receptor 

kinase-like protein [Oryza sativa] 

304395 

pmx700086865.hl 

BLASTX 

g4314358 

314 

4.0e-29 

96 

60 

(AC006340) putative kinesin heavy chain protein 



43067 



[Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304396 

pmx700086868.hl 

BLASTX 

gl321941 

229 

3.0e-19 

81 
52 

(Z48564) dihydrolipoamide dehydrogenase [Synechocystis 
PCC6803] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304397 

pmx700086921.hl 

BLASTX 

g4263821 

310 

1.0e-28 

87 
72 

(AC006067) hypothetical protein [Arabidopsis thaliana] 
304398 

pmx700086948.hl 

BLASTX 

g2673908 

344 

1.0e-32 

103 
55 

(AC002561) hypothetical protein [Arabidopsis thaliana] 
304399 

pmx700086975.hl 

BLASTX 

g3695379 

354 

6.0e-34 

87 

79 

(AF0 96370) contains similarity to a C. elegans hypothetical 
protein F44G4.1 (GB:Z49910) and several yeast hypothetical 
proteins such as 35.1 KD protein in NAM 8 -GAR1 intergenic 
region (SP:P38805) [Arabidopsis thaliana] 

304400 

pmx700086990.hl 

BLASTX 

gl!2994 

234 

7.0e-20 

63 

79 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb__CAA31077_ (X12564) 



43068 



ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304401 

pmx700086993.hl 

BLASTX 

g417103 

234 

1.0e-23 

63 

92 

HI STONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324__emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825__emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U094 65) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38 916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb__CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 


304402 


Seq. ID 


pmx700087016.hl 


Method 


BLASTX 


NCBI GI 


g2982942 


BLAST score 


311 


E value 


8.0e-29 


Match length 


100 


% identity 


58 


NCBI Description 


(AE000679) GMP synthase [Aquifex aeolicus] 


Seq. No. 


304403 


Seq. ID 


pmx700087019.hl 


Method 


BLASTX 


NCBI GI 


g4490335 


BLAST score 


269 


E value 


7.0e-24 


Match length 


100 


% identity 


58 


NCBI Description 


(AL035656) receptor kinase-like protein [Arabidopsis 




thaliana] 


Seq. No. 


304404 


Seq. ID 


pmx700087076.hl 


Method 


BLASTX 


NCBI GI 


g4204265 
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BLAST score 


385 


E value 


2. Oe-37 


Match length 


86 


0 l. x t_. y 


77 




(AC00^??1) rArahidonqiq thalianal 




J U1 *± U J 


Sea. ID 


Ditix700087130 .hi 


Method 


BLASTN 


NCBI GI 


g451192 


BLAST score 


77 


E value 


2 . Oe-35 


Match length 


144 


O X V_l^ 11 U -L, L- y 


89 


NCBI Description 


Triticiiiri aestivum (wali7) itiRNA/ 3' end/ 




*3044flfi 


Seq. ID 


Dmx700087145 hi 


Method 


BLASTX 


NCBI GI 


a2827141 


BLAST score 


155 


E value 


1.0e-10 


Match 1 print* h 

HaL^Xl X^li^L.11 


89 


2- "1 ri^nt" "i t v 


42 


INLvOJ. UCDOi L. X 


^ri£ u_> / x / _> / ucJu-LUiuot: oy 11 Liiaoc ocl Laiy Liu 




f 7\ y 3 V\ -J /~3 /->,t-\ qic ^Vi all ana 1 
t"~L cLJJXU.Upoxo LllC-xXc-llci J 




3 U *i ft U / 


Sea ID 


nmx700087165 hi 


Mof h i^n/H 

lYlC L.IHJU. 


J_Jxi_-iO 1 A 


NCBI GI 


g4102600 


BLAST score 


213 


V. va 1 hp 


X • L"C5 -J -J 


JL Id L> U1J. _,CU^ L.11 


99 




77 


NPRT Hp^pti nt* 1 fin 




JC^i IN U • 


OU ft U O 


Sea ID 


nmx700087166 hi 


Method 


BLASTN 


NCBI GI 


g602252 


BLAST score 


43 


W T7^3 1 lip 
XI) Vdi. LLC 




Match 1 pnath 












uC^i 1NU « 


-j U -I U 


Sea ID 




Method 


BLASTX 


NCBI GI 


g3769673 


BLAST score 


180 


E value 


2.0e-13 


Match length 


68 


% identity 


47 


NCBI Description 


(AF095285) Tic20 [Pisum sativum] 



partial cds 



43070 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304410 

pmx700087233.hl 

BLASTX 

g2894612 

336 

1.0e-31 

88 
69 

(AL021889) putative protein [Arabidopsis thaliana] 



304411 

pmx700087251.hl 

BLASTX 

g2352084 

423 

5.0e-42 

94 

81 

(U96613) serine/threonine kinase 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



304412 

pmx700087346.hl 

BLASTX 

g4249382 

141 

3.0e-09 

44 

75 

(AC005966) Strong similarity to gi_3337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb_AC004481. [Arabidopsis thaliana] 

304413 

pmx700087386.hl 

BLASTX 

gl362103 

210 

6.0e-17 

64 

62 

ubiquitin conjugating enzyme - tomato 

>gi_886679_emb_CAA58111_ (X82938) ubiquitin conjugating 
enzyme [Lycopersicon esculentum] 

304414 

pmx700087390.hl 

BLASTX 

g3327204 

174 

1.0e-12 

81 

41 

(AB014595) KIAA0695 protein [Homo sapiens] 
304415 

pmx700087402.hl 
BLASTX 



43071 



XNOXJX OX 


a3004564 


BLAST score 


139 


E value 


6.0e-09 


LYla L XcXXLj UIX 


J \J 


%. i r\ on t~ i ~\~\7 
<b XLicxi i l L.y 


7S 
/ j 


1NL>.DX UcibCX Xp LXOxl 


f Zir'nm fll \ miraf* i tto y*onoT\+"OT* Qar /Thy r'wn^onn Vnnaco 
^ML-UU JD / J J pULaLlVc IcLcpLUJ. OCX/ X 11X pj.LJL.cXIl Js.Xila.ot; 






Oc^. xN O • 




Qprr TD 


nmx7000R7447 hi 


Mot* n nH 


RT.A^TX 


NCBI GI 


g3136048 


BLAST score 


334 


Hi val Lie 


Li UC OX 


x v id LL-ii Xcliy L.X1 


i nn 


^ laentity 


0 D 


lNL>x3X JJcoOX Xp L.XOI1 


\riXjUZ JJ -7Z ; pULdtlvc xx©XXL--a.oc |_ OLIlliUDauuilal UIliy(_.co p(JitLJj< 


Q /-s /-r VI ^ 

oecji 1NO • 


JU f± 4 X / 


Cppr TP) 

Ocq ■ - LL ' 


pitLX. / UUUO / "1 J J . ill 


Mpfh nH 


RT.ASTX 


NCBI GI 


gl906828 


BLAST score 


365 


tit Value 


/ Do — ^ ^ 


Ma h nh 1 £sn(T'f - h 
x v xci ll-h xciiy i_ix 


74 


% identity 


y o 


INODi. UCOUlipLlUll 


/"VT 1 P9P^ hoa+" ch ftr'V "oynhoTn TZivahiT Hm^cs tq f hal i anal 
\ 1110^.0 j ilCGL U DiiL'L-ri. piU LCXli L "X CtiJ X LAUp O X & LliCXXXctliCl J 


oeq. wo. 


jU4 4 Xo 


n ,~ -rr\ 


vvrn v7nnnQ7/i7>t hi 
plTlX / UUUo / 4 / 4 .nl 


LltS L11UU 


JDXLTlO X XN 


NCBI GI 


g902585 


BLAST score 


34 


Hi V cl X Lit; 


X * L/C U _7 


Ma t~ /~*h 1 pnrfl"h 

XXC1 UL*XX XCliy L-ll 


74 




o o 


MPDT npqrri Til" 1 on 
LNLD1 UcoLlXptlUii 


7oa Tin aire /-» "1 on o Mnhft! Q nh n fn inh^in rro n o ^•oTTi'n ~\ o pHq 
iJCd. itlcty O v_XvJXiC 11 U.U O J LiiJXL£LiX LXil Lj tJilt; f L-DiLLpXc L.C OLiO 


oecj . wo . 


Qfl44 1 Q 
OUfi 4 X y 


Qorr T D 


piLLA. f \J\J\J O / J JO .XIX 


L lC L.XX\JLi. 


XjXjxIO iA 


NCBI GI 


g3548805 


BLAST score 


188 


E value 


£ • ue X4 


i v ia LCii lenguii 


DO 






iNLroi uescnption 


Ihluuj ji J j unjcnowii proiem [iiraDxoiopsxs T-naxxanaj 


oeq. jno . 


in a a on 




pillA / UUUO / JOl • liX 


Moh h 
L v xc L.I1UU. 


DXiriO 1 A 


NCBI GI 


a3747046 


BLAST score 


164 


E value 


1.0e-ll 


Match length 


42 


% identity 


79 


NCBI Description 


(AFO 93538) voltage-dependent anion-selective channel 



43072 



protein [Zea mays] 





304421 


Seq. ID 


pmx700087587.hl 


Method 


BLASTX 








163 


IT 1 TT ^ 1 n 

Hj vdiue 


i i Uc -L X 






*5 lUtrllt. J- l_y 








Sea No 


304422 


Seq. ID 


pmx700087646.hl 


Method 


BLASTX 


V^O J. Oi 


a2664204 


Diinu i quwic 


165 


Hi Value 


1 np-1 i 

1. UC X. X 




45 




Q / 


iNL/OJL JJcbOI ipi — LUil 


[nOUUJ&XO / uliii ^rllaJJXUUpoXO L.11CL _L -LClIICL J 




304423 


Sea. ID 


pmx700087712.hl 


Method 


BLASTX 


NCBI GI 


gl706260 


BLAST score 


309 


E value 


1.0e-28 


Match length 


83 


% identity 


75 


NCBI Description 


CYSTEINE PROTEINASE 1 PRECURSOR >gi 2118 



cysteine proteinase 1 precursor - 
>gi_643597_dbj_BAA08244_ (D45402) 
mays] 



_pir S5 9597 

maize 

cysteine proteinase [Zea 



Seq. No. 


304424 


Seq. ID 


pmx700087716.hl 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


218 


E value 


6.0e-18 


Match length 


62 


% identity 


71 


NCBI Description 


(AF034945) glycine-rich RNA : 


Seq. No. 


304425 


Seq. ID 


pmx700087743.hl 


Method 


BLASTX 


NCBI GI 


g2827715 


BLAST score 


193 


E value 


2.0e-20 


Match length 


81 


% identity 


65 


NCBI Description 


(AL021684) receptor protein 




[Arabidopsis thaliana] 



[Zea mays] 



- like protein 



Seq. No, 



304426 



43073 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pmx700087789.hl 
BLASTX ' 
g4309759 
349 

3.0e-33 

70 

94 

(AC006217) unknown protein with Src homology 3 (SH3) domain 
profile (PDOC50002) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304427 

pmx700087824.hl 

BLASTX 

g3874039 

190 

1.0e-14 

60 

53 

(Z75526) Weak similarity to Staphyloccus autolysin gene 
(TR:G765072) ; cDNA EST EMBL:M89336 comes from this gene; 

cDNA EST yk505dl2.3 comes from this gene [Caenorhabditis 

elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304428 

pmx700087845.hl 

BLASTN 

g3341647 

43 

4.0e-15 

47 

98 

Zea mays Ama gene encoding single-subunit RNA polymerase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304429 

pmx700087870.hl 
BLASTN 
g!68492 , 
54 

1.0e-21 

58 

98 

Corn histone H3 



(H3C3) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304430 

pmx700087872.hl 

BLASTN 

g22275 

152 

4.0e-80 

172 

97 

Maize mRNA for ferritin 



(clone FM1) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



304431 

pmx700087874.hl 

BLASTX 

g2494129 
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BLAST score 


263 


FI 1 HP 

Hi v ax u.~ 


3 Oe-23 


Match lpncrth 


91 




49 


NPRT Hp^pti tjI" i on 

LN v — / XJ JL w ^ O w J L. 


(AC002376J - T1G11 . 3 [Arabidopsis thaliana] 


Oc^» l\vj • 


.J* Ut 1 J £- 


Qprr TD 


Dmx700087875 hi 


Mot - "h 


RT.A9TX 


NCBI GI 


g4544450 


BLAST score 


252 


Hi vaxuc 


7 . Oe-22 




95 








fAPOOfiS^?} hvnothet ical orotein TArabidoDsis thalisnal 


o e q . iN u . 


?f)44 ^ 

JUfi-i O J 


Seq. ID 


r>mx700087882 hi 


Mp +* h nrl 

1J.C L.1 1UU 


RT.A^TX 


NCBI GI 


g!514643 


BLAST score 


285 


TT TT3 "I lip 
Hi V CL -L LLC 


8 Oe-26 


Match lpnath 


80 






NPRT Dp <3 cti nt" i nn 


f7,70S24} PDRS-like ABC transtoorter TSnirodela oolvrrhi 


oeq. JNO . 






nTnv7nnf!ft7Q?Q hi 


Mot - h o/H 
l"lt? L11UU 


0 1 irlkj ia 


NPRT fir 

LNODX UX 


JO JX£. / 


BLAST score 


155 


E value 


1.0e-10 


l v ict Lull iCli^ L.11 




% i iipnt* i f v 

O XUC11L.X L> y 


67 


INOxjX xJco^XxpL.lUll 


^riUuu^ JO / / ^JLiL-dt L VC OXaXU^xy^ULj'XUUCaOC LflXaJJXUUkyOXO 




t*h^3 1 "i PTi3 1 

L.4.1CIX XUila J 






OC^i X JJ 


rimv7nnn87 Q7 Q hi 


Mp1" hod 


BLASTX 


NCBI GI 


g542142 


BLAST score 


218 


E value 


3.0e-18 


Match length 


42 


% identity 


93 



NCBI Description 1-aminocyclopropane-l-carboxylate synthase (EC 4.4,1.14) - 
rice >gi_294704 (M96673) 1-aminocyclopropane-l-carboxylate 
synthase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



304436 

pmx700087990.hl 

BLASTX 

g4263654 

152 

4.0e-10 

49 

59 



43075 



NCBI Description 



(AC006136) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304437 

pmx700088007.hl 

BLASTX 

g2654226 

198 

1.0e-15 

46 
89 

(AJ003069) aminoacyl-t-RNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304438 

pmx700088022.hl 

BLASTN 

g2564045 

35 

3.0e-10 

91 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K8K14, complete sequence [Arabidopsis thaliana] 



TAC clone 



304439 

pmx700088033.hl 

BLASTX 

g4559333 

320 

7.0e-30 

95 

34 

(AC007087) unknown protein [Arabidopsis thaliana] 
304440 

pmx700088065.hl 

BLASTX 

gl362086 

348 

3.0e-33 

73 
92 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



304441 

pmx700088088.hl 

BLASTX 

gl!27575 

244 

5.0e-21 



43076 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 
59 

(U33817) dhurrinase [Sorghum bicolor] 
304442 

pmx700088108.hl 

BLASTX 

g4102600 

475 

5.0e-48 

94 

94 

(AF013467) ARF6 [Arabidopsis thaliana] 
304443 

pmx700088109.hl 

BLASTX 

gll72836 

272 

3.0e-24 

53 
96 

GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_4 96272 
small ras-related protein [Nicotiana tabacum] 



(L16787) 



Seq. No. 


304444 


Seq. ID 


pmx700088115 .hi 


Method 


BLASTX 


NCBI GI 


g2832657 


BLAST score 


187 


E value 


3.0e-14 


Match length 


90 


% identity 


25 


NCBI Description 


(AL021710) putative protein [Arabidopsis thaliana] 


Seq. No. 


304445 , 


Seq. ID 


pmx700088173.hl 


Method 


BLASTN 


NCBI GI 


g514945 


BLAST score 


58 


E value 


2.0e-24 


Match length 


86 


% identity 


92 


NCBI Description 


Zea mays sucrose synthase (Susl) mRNA, complete cds 


Seq. No. 


304446 


Seq. ID 


pmx700088185.hl 


Method 


BLASTX 


NCBI GI 


g2827663 


BLAST score 


165 


E value 


1.0e-ll 


Match length 


89 


% identity 


36 


NCBI Description 


(AL021637) membrane-associated salt-inducible-like ; 




[Arabidopsis thaliana] 


Seq. No. 


304447 



43077 



Seq. ID 

Method ■ 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



prax700088188.hl 

BLASTX 

g4507703 

182 

1.0e-13 

74 

45 

tumor suppressing subtransferable candidate 1 
>gi_2655037_gb_AAC51911_ (AF019952) tumor suppressing 
cDNA 1 [Homo sapiens] 



STF 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304448 

pmx700088213.hl 

BLASTX 

g818849 

553 

4.0e-57 

108 

85 

(U25430) nucleotide pyrophosphatase precursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304449 

pmx700088244.hl 

BLASTX 

g2494266 

423 

6.0e-42 

98 
85 

GTP-BINDING PROTEIN LEPA >gi_1653961_dbj_BAA18871_ (D90917) 
LepA [Synechocystis sp.] 

304450 

pmx700088273.hl 

BLASTX 

g3334320 

188 

4.0e-15 

46 

96 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

304451 

pmx700088304.hl 

BLASTX 

g2980805 

479 

2.0e-48 

110 

83 

(AL022197) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



304452 

pmx700088351.hl 
BLASTX 



43078 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4539302 
312 

5.0e-29 

91 

62 

(AL049480) putative protein [Arabidopsis thaliana] 
304453 

pmx700088359.hl 

BLASTX 

g3108347 

216 

7.0e-18 

53 

75 

(AF061517) putative copper/zinc superoxide dismutase copper 
chaperone [Arabidopsis thaliana] 

304454 

pmx700088364.hl 

BLASTX 

g3522956 

142 

5.0e-09 

41 

63 

(AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 



Seq. No.- 


304455 


Seq. ID 


pmx700088390.hl 


Method 


BLASTX 


NCBI GI 


g2245074 


BLAST score 


189 


E value 


1.0e-14 


Match length 


67 


% identity 


55 


NCBI Description 


(Z97343) hypothetical protein [Arab: 


Seq. No. 


304456 


Seq. ID 


pmx700088394.hl 


Method 


BLASTX 


NCBI GI 


g2961389 


BLAST score 


259 


E value 


7.0e-23 


Match length 


72 


% identity 


62 


NCBI Description 


(AL022141) purple acid phosphatase : 



[Arabidopsis thaliana] >gi_4006925_emb_CAB16853 . 1_ (Z99708) 
purple acid phosphatase like protein [Arabidopsis thaliana] 

Seq. No. 304457 

Seq. ID pmx700088410.hl 

Method BLASTX 

NCBI GI g4249380 

BLAST score 145 

E value 3.0e-09 



43079 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 
37 

(AC005966) ESTs gb_Z37637, gb_AA042498 and gb_AA042269 come 
from this gene. [Arabidopsis thaliana] 

304458 

pmx700088421.hl 

BLASTX 

g3924612 

298 

3.0e-27 

73 

78 

(AF069442) mitochondrial elongation factor Tu [Arabidopsis 
thaliana] >gi_4263511_gb_AAD15337_ (AC004044) mitochondrial 
elongation factor Tu [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304459 

pmx700088469.hl 

BLASTX 

gl911627 

263 

3.0e-23 

92 

55 

beta-galactosidase 



[dogs, spleen, Peptide Partial, 667 aa] 



304460 

pmx700088474.hl 

BLASTX 

g3608154 

142 

5.0e-09 

57 

51 

(AC005314) unknown protein [Arabidopsis thaliana] 



304461 

pmx700088483.hl 

BLASTX 

g3953470 

361 

1.0e-34 

96 

68 

(AC002328) F20N2.15 



[Arabidopsis thaliana] 



304462 

pmx700088507.hl 

BLASTX 

g2352795 

508 

5.0e-52 

103 

99 

(AF007793) retinoblastoma- related protein 1 [Zea mays] 



43080 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



304463 

pmx700088556.hl 

BLASTX 

g4454012 

393 

2.0e-38 

103 

70 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 

304464 

pmx700088577.hl 

BLASTX 

g3885342 

154 

1.0e-14 

89 
53 

(AC005623) putative DNA polymerase [Arabidopsis thaliana] 
304465 

pmx700088578.hl 

BLASTX 

g4467098 

225 

1.0e-18 

56 

73 

(AL035538) putative protein [Arabidopsis thaliana] 
304466 

pmx700088585.hl 

BLASTN 

g2773153 

113 

8.0e-57 

161 

93 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 

304467 

pmx700088634.hl 

BLASTX 

gl628482 

172 

2.0e-12 

77 

10 

(X97570) embryogenesis transmembrane protein [Zea mays] 
304468 

pmx700088643.hl 

BLASTX 

g4539351 

224 



43081 



E value 
Match length 
% identity 
NCBI Description 



1.0e-18 

63 
71 

(AL035539) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304469 

pmx700088685.hl 

BLASTX 

g3746059 

153 

3.0e-10 

41 

66 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4432812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 



Seq. No. 


304470 


Seq. ID 


pmx700088708.hl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


48 


% identity 


67 


NCBI Description 


Xenopus laevis cDNA < 


Seq. No. 


304471 


Seq. ID 


pmx700088724.hl 


Method 


BLASTX 


NCBI GI 


g4582448 


BLAST score 


299 


E value 


2.0e-27 


Match length 


84 


% identity 


71 


NCBI Description 


(AC007071) putative ; 



[Arabidopsis thaliana] 



Seq. No. 


304472 


Seq. ID 


pmx700088804.hl 


Method 


BLASTX 


NCBI GI 


g3687231 


BLAST score 


153 


E value 


8.0e-21 


Match length 


103 


% identity 


52 


NCBI Description 


(AC005169) hypothetical ; 


Seq. No. 


304473 


Seq. ID 


pmx700088844.hl 


Method 


BLASTN 


NCBI GI 


g499011 


BLAST score 


38 


E value 


5.0e-12 


Match length 


62 


% identity 


90 


NCBI Description 


S.vulgare SoAcl mRNA 



43082 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304474 

pmx700088873.hl 

BLASTN 

gl698581 

65 

3.0e-28 

177 

85 

Oryza sativa integral membrane protein (OsNramp3) mRNA, 
partial cds 

304475 

pmx700088887.hl 

BLASTN 

g3450841 

62 

2.0e-26 

160 

86 

Oryza sativa mitogen activated protein kinase kinase (MEK1) 
mRNA, complete cds 

304476 

pmx700088926.hl 

BLASTX 

g3281861 

206 

3.0e-21 

90 

52 

(AL031004) putative protein [Arabidopsis thaliana] 
304477 

pmx700088961.hl 

BLASTX 

g4185499 

145 

3.0e-09 

54 

52 

(AF096095) fertilization-independent seed 2 protein 
[Arabidopsis thaliana] >gi_4185501 (AF096096) 
fertilization-independent seed 2 protein [Arabidopsis 
thaliana] 

304478 

pmx700088971.hl 

BLASTX 

gl871187 

264 

3.0e-23 

100 

57 

(U90439) unknown protein [Arabidopsis thaliana] 



Seq. No. 



304479 



43083 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



pmx700089011.hl 

BLASTX 

g2852632 

172 

2.0e-12 

84 

37 

(AF007152) unknown [Homo sapiens] 
304480 

pmx700089036.hl 

BLASTX 

g3785989 

312 

8.0e-29 

105 

59 

(AC005560) unknown protein [Arabidopsis thaliana] 
304481 

pmx700089077.hl 

BLASTX 

gl076777 

159 

6.0e-ll 
34 

91 ~ 

protein H2A - wheat >gi_5368 90_dbj_BAA07277__ (D38088) 
protein H2A [Triticum aestivum] 

304482 

pmx700089079.hl 

BLASTX 

gl653300 

182 

1.0e-13 

96 

40 

(D90912) hypothetical protein [Synechocystis sp.] 
304483 

pmx700089093.hl 

BLASTX 

g730456 

324 

3.0e-30 

64 

94 

40S RIBOSOMAL PROTEIN S19 
304484 

pmx700089114.hl 

BLASTX 

g4544454 

362 

4.0e-40 
102 



43084 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

(AC006592) 



putative DNAJ protein [Arabidopsis thaliana] 



304485 

pmx700089116.hl 

BLASTX 

g3913525 

243 

7.0e-21 

92 
63 

DNA POLYMERASE DELTA CATALYTIC CHAIN >gi_28 95198 
DNA polymerase delta [Glycine max] 

304486 

pmx700089141.hl 

BLASTX 

g4115377 

270 

9.0e-24 

105 

49 

(AC005967) unknown protein [Arabidopsis thaliana] 



304487 

pmx700089148.hl 

BLASTX 

gl076669 

272 

4.0e-24 

59 

85 

NADH dehydrogenase (EC 1. 
>gi_6 6 8 9 8 7_emb_CAA5 9 0 6 3_ 
[Solanum tuberosum] 



(AF020193) 



6.99.3) - potato 

(X84320) NADH dehydrogenase 



304488 

pmx700089159.hl 

BLASTX 

g2827631 

254 

4.0e-22 

65 

69 

(AL021636) putative protein [Arabidopsis thaliana] 
304489 

pmx700089173.hl 

BLASTX 

g3540201 

268 

9.0e-24 

81 

62 

(AC004260) Putative nuclear protein [Arabidopsis thaliana] 



Seq. No. 



304490 



43085 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



pmx700089188.hl 

BLASTX 

g3298547 

325 

2.0e-30 

96 

69 

(AC004681) putative condensin protein [Arabidopsis 
thaliana] 

304491 

pmx700089208.hl 

BLASTX 

g2969887 

223 

2.0e-18 

76 

54 

(Y16766) sucrose/H+ symporter [Daucus carota] 
>gi_2969889_emb_CAA76368_ (Y16767) sucrose/H+ symporter 
[Daucus carota] 

304492 

pmx700089211.hl 

BLASTN 

g3821780 

36 

7.0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
304493 

pmx700089269.hl 

BLASTX 

g2244899 

184 

6.0e-14 

83 

47 

(Z97338) similar to UFD1 protein [Arabidopsis thaliana] 
304494 

pmx700089294.hl 

BLASTX 

g2920706 

248 

2.0e-21 

99 

49 

(Y13568) beta-xylosidase [Emericella nidulans] 
304495 

pmx700089341.hl 

BLASTX 

g629792 

209 



43086 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-17 

92 

50 

cysteine proteinase - rice >gi_530335_emb__CAA56844_ 
(X8087 6) cysteine protease [Oryza sativa] 

304496 

pmx700089367.hl 

BLASTN 

g450292 

54 

6.0e-22 

131 

90 

Zea mays alpha-tubulin mRNA, complete cds. 

>gi_452473_gb_U05258_ZMU05258 Zea mays Black Mexican Sweet 
alpha-tubulin mRNA, complete cds 

304497 

pmx700089368.hl 

BLASTX 

g3395584 

242 

1.0e-20 
100 
50 

(AL031179) importin beta subunit 
pombe] 



[Schizosaccharomyces 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



304498 

pmx700089369.hl 

BLASTN 

g3821780 

33 

4.0e-09 

33 

100 

Xenopus laevis cDNA clone 27A6-1 
304499 

pmx700089425*hl 

BLASTX 

g3193324 

418 

2.0e-41 

91 
87 

(AF069299) contains similarity to WD domains, G-beta 
repeats (Pfam: G-beta. hmm, score: 22.80 and 35.84) 
[Arabidopsis thaliana] 

304500 

pmx700089428.hl 

BLASTX 

g3757523 

250 

1.0e-21 



43087 



Match length 

% identity 

NCBI Description 

Seq. No. 
. Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



85 
56 



(AC005167) putative transportin [Arabidopsis 'thaliana] 



304501 

pmx700089457.hl 
BLASTX 
gl706260 
308 

9.0e-30 
90 
79 

CYSTEINE PROTEINASE 1 
cysteine proteinase 1 
>gi_6 4 3 5 97 _db j _BAA0 8 2 4 4 
mays] 



S59597 



PRECURSOR >gi_2118131_pir_ 
precursor - maize 

D45402) cysteine proteinase 



[Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



304502 

pmx700089469.hl 

BLASTX 

g3063706 

225 

7.0e-22 

65 

80 

(AL022537) putative protein [Arabidopsis thaliana] 
304503 

pmx700089472.hl 

BLASTX 

g2245118 

321 

5.0e-30 

88 

62 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
304504 

pmx700089473.hl 

BLASTX 

g4335745 

229 

3.0e-19 

96 

49 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

304505 

pmx700089477.hl 

BLASTX 

g2462825 

279 

5.0e-25 

81 

67 



43088 



NCBI Description (AF000657) contains Procite T RNP1 1 putative RNA-binding 
region [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304506 

pmx700089501.hl ~ 

BLASTX 

g4220462 

327 

1.0e-30 

95 
78 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PFJD004 6 
and bZIP PF 00170 domains. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 



304507 

pmx700089518.hl 

BLASTX 

g4220534 

267 

1.0e-23 

93 

48 

(AL035356) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304508 

pmx700089539.hl 

BLASTX 

g4538968 

140 

9.0e-09 

46 

52 

(AL049488) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304509 

pmx700089549.hl 

BLASTX 

g3785987 

184 

7.0e-14 

76 

55 

(AC005560) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304510 

pmx700089620.hl 

BLASTX 

g2146732 

271 

4.0e-24 

73 
73 

FK506-binding protein - Arabidopsis thaliana >gi_1373396 
(U57838) rofl [Arabidopsis thaliana] 



Seq. No. 



304511 



43089 



O^pr TV) 


nmx700089658 .hi 




RT a^TY - . - 

DJ-iriO 1A 


NCBI GI 


g3935148 


BLAST score 


246 


£j Value 


9 Op-21 


LYlaLUii j_c11yu.11 


66 


^ laenriLy 


/ u 


JNUtsi uescrxpTj.xun 


/ nrnfi^l Dfi^ TPSNPD 1? fArabidoDsis thalianal 


beq. NO. 




oeq. J-JJ 


nTn^70nnft 9661 hi 


Method 


"RT 21QTY 


NCBI GI 


g3808101 


BLAST score 


208 




5 . Oe-17 


riaULii icily Lii 


42 


Q* n /™J c~\ i-\ 4- n 4" 1 t t 

^ iQenuiL.y 


XUU 


LNU.DX UcoLIXpLlUu 


f a.Tfil ?1 6^ rhloronlast orotease rCaosicum annuum] 


beq. no . 


JU^ OiJ 


oeq. xu 


nmv7 0008 9678 hi 


Method. 


RT aCITM 


NLdI UX 


y _£ -?Ort jUl 


BLAST score 


53 


E value 


2.0e-21 


TUT * «W i t"i /™f4" 

iyiaicn lengun 




-6 xQ.enuxL.y 


Q1 


NCBI Description 


Z>ea IliayS CpoeCX \CSyX; lu.KiN.rt.^ L-IlXUxUL_>xa.;_>L. yciie 




Cnit/LUpidO L UIULCJLII/ LUILL^XC LC 


Seq. No. 


OU4.0X4 


beq. xu 


rvnv-*7 000fiQ70-l hi 

pmx / uuuo _? / u *± . nx 


Method 


RT BCTY 


vrnnT pt 
JNUdX \j± 


y jc. □ z. o _? u u 


BLAST score 


430 


E value 


1.0e-42 


lyiatcn xenyt.fi 


xu o 




81 


NCBI Descriptxon 


(rilJUU^t D J. ^ L/LNri pOXyiLlcXdoc dX^JIld LdLctiyt-iu suuuni i. i^J-jf' 




sativa] 


Seq. No. 




OtSy » -LLJ 


nmx700089717 hi 


Method 


BLASTX 


NCBI GI 


g3641252 


BLAST score 


278 


E value 


7.0e-25 


Match length 


105 



% identity 9 

NCBI Description (AF053127) leucine-rich receptor-like protein kinase [Malus 
domestical 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



304516 

pmx700089722.hl 

BLASTX 

g4322940 

326 



43090 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-30 , 

84 

39 

(AF096299) 



DNA-binding protein 2 [Nicotiana tabacum] 



304517 

pmx700089732.hl 

BLASTX 

g4056483 

432 

6.0e-43 

97 

86 

(AC0058 96) hypothetical protein [Arabidopsis thaliana] 
304518 

pmx700089936.hl 

BLASTX 

g4176557 

291 

2.0e-26 

97 

59 

(AL035259) conserved hypothetical protein 
[Schizosaccharomyces pombe] 

304519 

pmx700089949.hl 

BLASTN 

gll84771 

128 

7.0e-66 

180 

95 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC2 
(gpc2) mRNA, complete cds 

304520 

pmx700090048.hl 

BLASTX 

g3915519 

152 

3.0e-13 

75 

53 

PUTATIVE PRE -MRNA SPLICING FACTOR RNA HELICASE C04H5.6 
>gi_3873886_emb_CAB03819_ (Z81457) similar to Helicases 
conserved C-terminal domain; cDNA EST yk272fl.3 comes from 
this gene; cDNA EST yk410g7.3 comes from this gene; cDNA 
EST yk410g7.5 comes from this gene; cDNA EST yk316b6.3 
comes from this gene; cDNA. . . >gi_3873945_emb_CAB03845_ 
(Z814 62) similar to Helicases conserved C-terminal domain; 
cDNA EST yk272fl.3 comes from this gene; cDNA EST yk410g7.3 
comes from this gene; cDNA EST yk410g7.5 comes from this 
gene; cDNA EST yk316b6.3 comes from this gene; cDNA 



Seq. No. 



304521 



43091 



Cp/r TP) 
OtitJ* xL' 


r>Tny7nnriQnnRQ hi 

/ V U \J U U *J Zf • 1 i X 


IXic LI1UU. 


OXiTlO -L /i- 


NCBI GI 


g3241943 


BLAST score 


257 


E value 


9 flo— 99 


IWalrh 1 on /"i"f~ h 
L v ±Ci L. L*I1 XCliy L.J.1 


O -J 


% identity 


JJ 


JNoDx U6b OI -Lp L J. Oil 


/7\r , nn4f : \9 t ^^ h^mrifhot" -1 pal rirnl'P'i n r Arshi Hor*^ 1*5 "hhali^nsl 

\fi.HJy4 OZ J J 1 1 y IJLJ L.1 J.C 1 LUu± ^Jl ULCi.il [nl L.1JLGIXXG111GIJ 


oeq. JNO. 


qn/m99 


Co^-f t n 


rMnv-innnQnn^ft hi 


i w it; Liiuu. 


OXlTlO X /i. 


NCBI GI 


g3341443 


BLAST score 


146 


E value 


9 Ho— HQ 
Z • Uc U.7 


rid LCI 1 Xcliy LI1 




% identity 


ou 


LN^JjX JJcbUlipLlUU 


^UZZ Ju / rt / aUlU £JIL\J O jt>i±CL LCloC [ul_y L.J.11C ma. A. J 


oeq. no. 


OA >! C OO 
jUriJZ-J 




nTTiv7nnnQnn7^ hi 




JDXirlO IA 


NPRT GI 


U 1 u / t— ^ 


BLAST score 


165 


E value 


6.0e-12 


Match length 


77 


% identity 


48 


NCBI Description 


(U40953) Similar to thymidine diphosphoglucose 



4, 6-dehydratase; coded for 
[Caenorhabditis elegans] 



by C. elegans cDNA CEESG39R 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



304524 

pmx700090115.hl 

BLASTX 

gl35398 

361 

1.0e-34 

66 
98 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S15773 tubulin alpha-1 

chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 

304525 

pmx700090141.hl 

BLASTX 

g4191789 

224 

1.0e-18 

86 

56 

(AC005917) putative transmembrane transport protein 
[Arabidopsis thaliana] 

304526 

pmx700090155.hl 
BLASTX 



43092 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3913240 - * 

171 

2.0e-12 

42 

86 

MAGNE S I UM- CHELATASE SUBUNIT CHLD PRECURSOR 
(MG-PROTOPORPHYRIN IX CHELATASE) {MG-CHELATASE SUBUNIT D) 
>gi_2239151_emb_CAA71128_ (Y10022) CHLD magnesium chelatase 
subunit [Nicotiana tabacum] 

304527 

pmx700090209.hl 

BLASTN 

g483411 

77 

2. Oe-35 

120 

97 

Zea Mays calmodulin-binding protein mRNA, 3'end 
304528 

pmx700090212.hl 

BLASTX 

g3482920 

216 

1.0e-28 

95 

67 

(AC003970) Hypothetical protein [Arabidopsis thaliana] 
304529 

pmx700090216.hl 

BLASTX 

g3540184 

382 

4.0e-37 

105 

59 

(AC004122) Similar to endoxylanases [Arabidopsis thaliana] 
304530 

pmx700090219.hl 

BLASTX 

g4455190 

162 

3.0e-ll 

47 

72 

(AL035440) putative protein [Arabidopsis thaliana] 
304531 

pmx700090391.hl 

BLASTX 

gl899188 

141 

3.0e-09 
42 



43093 




% identity 




NLbi Description 


/nQHOI 9^ nTJZi Hi r»H i nrr nrnf pi n APRT* 1 fN"i rnt "i an a t"aHaPinnl 


beq. NO. 




beq. ±Lj 


piuX / UUU jUj JJ • 11 -L 


Method 


TjT SQT'Y 


NCBI GI 


g2662343 


BLAST score 


446 


E value 


y . ue-4o 


Match length 


o 0 


% identity 


1UU 


nobi Description 


/H^ ^^P1 ^ T?TT— 1 a 1 -nih a rOru?a cijp "h "i Tra 1 
^DOOOOly Hj£ 1 aipnd HJXyz.tl oaLlvaJ 


beq. no. 




oeq. iu 






DLlcXO ± A 


NCBI GI 


g4455338 


BLAST score 


466 


E value 


o . ue— 4 / 


Match length 


y / 


% identity 




NObi uescripnon 


f ZiT fi*3 ^ ^ 9 R ^ -on+- af i T7& nrnt" oi n f ZXyahn Hnn<? i <5 thai "i anal 


Seq. No. 




beq. ID 


pnix / uuuyuD/y.ni 


Method 


DlifiD 1A 


NCBI GI 


g3702323 


BLAST score 


357 


E value 




Match length 


y y 


% identity 


70 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thaliana] 


Seq. No. 


304535 


Seq. ID 


pinx /uuuyuoos . ni 


Method 


■QT 7\ C TV 


NCBI GI 


g4490314 


BLAST score 


278 


E value 


0 . ue-^o 


Match length 


y4 


% identity 


61 


NCBI Description 


(AL035678) putative protein [Arabidopsis thaliana] 


Seq. No. 


304536 


beq. ±u 


pnix / uuuyuoyo.ni 


Metnoa 


rSliAo 1A 


NCBI GI 


g4049341 


BLAST score 


219 


E value 


o . ue-lo 


Matcn lengtn 


yo 


% identity 


43 


wldi Description 


/7\T ^^*7\ nnfaf i tta ■rw*(^i+-Q'ir , i r jCi'rahi H on c: i o +*h^1 "l anal 
\rLLUo^tO D / } putative prOLcin [riJ. aJjiUUpoio Liid.xxa.iici j 


Seq. No. 


304537 


Seq. ID 


pmx700090611.hl 


Method 


BLASTN 


NCBI GI 


g22322 



43094 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



110 

5.0e-55 

207 

89 

Z.mays mRNA for H2B his tone (clone CH2B214) 



304538 

pmx700090615.hl 

BLASTX 

g2345154 

339 

4.0e-32 

65 

98 

(AF015522) ribsomal protein S4 



[Zea mays] 



304539 

pmx700090625.hl 

BLASTX 

g2351580 

163 

8.0e-22 

57 

95 

(U82433) thymidine diphospho-glucose 4-6-dehydratase 
homolog [Prunus armeniaca] 

304540 

pmx700090688.hl 

BLASTX 

g4206209 

514 

1.0e-52 

100 

95 

(AF071527) putative glucan synthase component [Arabidopsis 
thaliana] >gi_4263042_gb_AAD15311_ (AC005142) putative 
glucan synthase component [Arabidopsis thaliana] 

304541 

pmx700090836.hl 

BLASTX 

g3163946 

487 

2.0e-49 

92 

100 

(AJ005599) alpha-tubulin 1 
304542 

pmx700090851.hl 
BLASTX 
g2493647 
140 

4.0e-09 
41 
68 



[Eleusine indica] 



43095 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPE RON IN ALPHA SUBUNIT) (CPN-60 ALPHA) ' 

>gi_2129458_pir S71760 chaperonin 60 alpha chain - 

Chlamydomonas reinhardtii >gi_603913 (L27472) chaperonin 
alpha-like subunit [Chlamydomonas reinhardtii] 

304543 

pmx700090856.hl 

BLASTX 

g4455158 

212 

3.0e-17 

79 

56 

(AL021687) kinase-like protein [Arabidopsis thaliana] 
304544 

pmx700090858.hl 

BLASTX 

g3128195 

169 

5.0e-15 

72 
61 

(AC004521) putative phosphor ibosyl pyrophosphate synthetase 
[Arabidopsis thaliana] >gi_3341673 (AC003672) putative 
phosphoribosyl pyrophosphate synthetase [Arabidopsis 
thaliana] 

304545 

pmx700090859.hl 

BLASTX 

gl203832 

202 

4.0e-29 

82 

83 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

304546 

pmx700090860.hl 

BLASTX 

g3242659 

139 

9.0e-09 

26 

92 

(AB015599) spermidine synthase 
304547 

pmx700090861.hl 
BLASTX 
g2388571 
142 

2.0e-18 



[Coffea arabica] 



43096 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 
64 

(AC000098) Strong similarity to Arabidopsis peroxidase 
ATPER0X7A (gb_X98321) . [Arabidopsis thaliana] >gi_2738254 
(U97684) peroxidase precursor [Arabidopsis thaliana] 

304548 

pmx700090864.hl 

BLASTX 

g459895 

223 

5.0e-34 

76 

100 

(L29418) susl gene product [Zea mays] 
304549 

pmx700090871.hl 

BLASTX 

g3334320 

182 

8.0e-14 

50 
74 

40S RIBOSOMAL PROTEIN SA (P40) >gi_2444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

304550 

pmx700090878.hl 

BLASTX 

g!666234 

183 

6.0e-14 

34 
100 

(U76193) actin [Pisum sativum] 
[Pisum sativum] 



>gi_1724143 (U81049) actin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304551 

pmx700090886.hl 

BLASTX 

g3080414 

153 

2.0e-10 

31 

87 

(AL022604) putative protein 



[Arabidopsis thaliana] 



304552 

pmx700090891.hl 

BLASTN 

g22429 

46 

6.0e-17 

94 
87 

Maize pseudo-Gpal pseudogene for glyceraldehyde-3-phosphate 



43097 



0 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dehydrogenase subunit A 
304553 

pmx700090895.hl 

BLASTX 

g!177022 

142 

1.0e-16 

54 
81 

HYPOTHETICAL PROTEIN KIAA0052 
304554 

pmx700090919.hl 

BLASTX 

g2244834 

253 

6.0e-22 

102 

62 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
304555 

pmx700090921.hl 

BLASTX 

g4220485 

325 

2.0e-30 

110 

55 

(AC006069) putative beta-l f 3-glucanase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304556 

pmx700090926.hl 

BLASTX 

g2494124 

257 

2.0e-22 

108 

53 

(AC002376) Similar to Saccharomyces CHL12 (gb_Z49259) 
[Arabidopsis thaliana] 

304557 

pmx700090932.hl 

BLASTX 

g3250687 

241 

2.0e-20 

106 

42 

(AL024486) putative LTR retrotransposon (fragment) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



304558 

pmx700090933.hl 



43098 



o 



Method 


DT TiQTY 
tJiiiiO 1 A 


JNUnl bl 


rrA 1 1 S Q1 ft 

g<± lij yio 




142 


E value 


3.0e-09 


Match length 


30 


% identity 


90 


NCBI Description 


(AF118222) similar to nascent polypeptide associated 




complex alpha chain [Arabidopsis thaliana] 



beq. NO. 




beq. iJJ 


pmx /uuuyuy^z . ni 


lYltt LllOCJ. 


dt nc™ 

DiifiO 1 LN 


IN 151 VJ± 


yO Oil /oU 




36 


E value 


7.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis 


Seq. No. 


304560 


Seq. ID 


pmx700090964.hl 


Method 


BLASTX 


NCBI GI 


gl20558 


BLAST score 


244 


E value 


7.0e-21 


Match length 


82 


% identity 


32 


NCBI Description 


FEMALE STERILE 



EOTIC PROTEIN (FRAGILE -CHORION MEMBRANE 

PROTEIN) >gi_280611_pir A43742 female sterile homeotic 

protein, 205K - fruit fly (Drosophila melanogaster) 
>gi_157453 (M23221) 7.6 kfa fsh membrane protein [Drosophila 
melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304561 

pmx700090969.hl 

BLASTX 

g3560531 

244 

7.0e-21 

64 

66 

(AF042332) cycloartenol-C24-methyltransf erase 
subsp. japonica] 



[Oryza sativa 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304562 

pmx700091065.hl 

BLASTX 

g3928084 

202 

2.0e-16 

71 

59 

(AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



304563 

pmx700091079.hl 



43099 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl709358 

214 

9.0e-18 

56 
70 

NUCLEOSIDE-TRIPHOSPHATASE (NUCLEOSIDE TRIPHOSPHATE 

PHOSPHOHYDROLASE) (NTPASE) >gi_62 9638_pir S48859 

nucleoside triphosphatase - garden pea 

>gi_2129890_pir S65147 nucleoside triphosphatase 

precursor, chromat in-associated - garden pea 
>gi_563612_emb_CAA83655_ (Z32743) nucleoside triphosphatase 
[Pisum sativum] >gi_4519173_dbj BAA75506.1 (AB022319) 





nucleoside triphosphatase (NTPase) [Pisum 


Qacr Kin 


jU 4i O 041 


Seq. ID 


pmx700091090.hl 


Method 


BLASTX 


JNUrSl \3± 


qZoZ /Uo4 


±3j_iiioi score 


ZoL 


E value 


9. Oe-20 


Match length 


ol 


% identity 


92 


NCBI Description 


(AF020273) malate dehydrogenase precursor 


oeq. wo. 




Seq. ID 


pmx700091127.hl 


Method 


BLASTX 


JNOB1 bl 


g2262159 


Diiiiai score 


1 "3 C 

Z6b 


E value 


1. Oe-24 


Match length 


/o 


% identity 


78 


NCBI Description 


(AC002329) predicted protein similar to S.; 




C5H10.03 [Arabidopsis thaliana] 


Seq. No. 


304566 


Seq. ID 


pmx700091137.hl 


Method 


BLASTX 


NCBI GI 


g3337367 


BLAST score 


235 


E value 


7. Oe-20 


Match length 


89 


% identity 


49 


NCBI Description 


(AC004481) hypothetical protein [Arabidops. 


Seq. No. 


304567 


Seq. ID 


pmx700091145.hl 


Method 


BLASTX 


NCBI GI 


g2245128 


BLAST score 


154 


E value 


2.0e-10 


Match length 


46 


% identity 


65 



NCBI Description (Z97344) peroxidase [Arabidopsis thaliana] 



Seq. No, 



304568 



43100 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pmx700091201.hl 

BLASTX 

g4263722 

172 

2.0e-12 

39 

85 

(AC006223) putative glucan synthase 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



304569 

pmx700091214.hl 

BLASTX 

g3892057 

439 

8.0e-44 

98 

85 

(AC002330) hypothetical protein [Arabidopsis thaliana] 
304570 

pmx700091218.hl 

BLASTX 

g2618721 

208 

3.0e-25 

77 

79 

(U49072) IAA16 [Arabidopsis thaliana] 
304571 

pmx700091232.hl 

BLASTX 

gl237102 

438 

1.0e-43 

101 

87 

(L40358) calmodulin-binding protein [Arabidopsis thaliana] 

>gi_1589171_prf 2210340A calmodulin-binding protein 

[Arabidopsis thaliana] 

304572 

pmx700091239.hl 

BLASTX 

gl203832 

258 

9.0e-24 

65 

92 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

304573 

pmx700091258.hl 

BLASTX 

g2102691 



43101 



BLAST score 

E value 

Match length 

I"' identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139 

8.0e-09 

77 

35 

(U64817) fructokinase [Lycopersicon esculentum] 
304574 

pmx700091293.hl 

BLASTX 

g231505 

308 

1.0e-28 

74 

97 

ACTIN 101 
>gi 21534 



>gi_100419__pir S20093 actin - potato 

emb CAA39281 (X55752) actin [Solanum tuberosum] 



304575 

pmx700091303.hl 

BLASTX 

g3093294 

290 

2.0e-26 

99 

62 

(Y12782) putative villin [Arabidopsis thaliana] 



304576 

pmx700091314.hl 

BLASTX 

gl076755 

311 

8.0e-29 

96 

67 

protein kinase - rice >gi_4 50300 
[Oryza sativa] 



(L27821) protein kinase 



304577 

pmx700091318.hl 

BLASTX 

g3885341 

162 

2.0e-ll 

90 

34 

(AC005623) unknown protein [Arabidopsis thaliana] 



304578 

pmx700091341.hl 

BLASTX 

gl351136 

373 

4.0e-36 

91 

78 

SUCROSE SYNTHASE 



2 {SUCROSE-UDP GLUCOSYLTRANSFERASE 2) 



43102 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_51494 6 (L22296) UDP-glucose : D-f ructose 
2-glucosyl -transferase [Zea mays] >gi__533252 (L33244) 
sucrose synthase 2 [Zea mays] 



304579 

pmx700091420.hl 

BLASTN 

g2511540 

36 

8.0e-ll 

56 
91 

Oryza sativa DNA-binding protein GBP 16 
complete cds 



(Rgbpl6) mRNA, 



304580 

pmx700091442.hl 

BLASTX 

gl706947 

432 

3.0e-52 

109 

95 

(U43528) RAD51 homolog AtRadSl [Arabidopsis thaliana] 
>gi_1706949 (U43652) At RAD 51 [Arabidopsis thaliana] 
>gi_2388778_emb_CAA04529__ (AJ001100) Rad51-like protein 
[Arabidopsis thaliana] 



Seq. No. 


304581 


Seq. ID 


pmx700091459.hl 


Method 


BLASTX 


NCBI GI 


g2558654 


BLAST score 


305 


E value 


2.0e-31 


Match length 


112 


% identity 


61 


NCBI Description 


(AC002354) No definition line found 


Seq. No. 


304582 


Seq. ID 


pmx700091516.hl 


Method 


BLASTX 


NCBI GI 


g3776025 


BLAST score 


169 


E value 


2.0e-12 


Match length 


42 


% identity 


74 


NCBI Description 


(AJ010474) RNA helicase [Arabidopsis 


Seq. No. 


304583 


Seq. ID 


pmx700091522.hl 


Method 


BLASTX 


NCBI GI 


g3289002 


BLAST score 


191 


E value 


1.0e-14 


Match length 


112 


% identity 


32 


NCBI Description 


(AF073522) CRP1 [Zea mays] 



43103 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304584 

pmx700091525.hl 

BLASTX 

g3242447 

208 

1.0e-16 

48 

79 

(AB003131 ) endonuclease 



[Zinnia elegans] 



304585 

pmx700091545.hl 

BLASTX 

g4581164 

306 

4.0e-28 

106 

52 

(AC006220) putative polyprotein 



[Arabidopsis thaliana] 



304586 

pmx700091557.hl 

BLASTX 

g3033401 

394 

2.0e-38 

110 

65 

(AC004238) putative potassium transporter [Arabidopsis 
thaliana] 

304587 

pmx700091558.hl 

BLASTX 

g584825 

214 

2.0e-17 

94 

44 

B2 PROTEIN >gi_322726_pir S32124 B2 protein - carrot 

>gi_297889_emb_CAA51078_ (X72385) B2 protein [Daucus 
carota] 



304588 

pmx700091584.hl 

BLASTX 

gll72586 

225 

4.0e-19 

69 

55 

POLYPHENOL OXIDASE Al PRECURSOR 
>gi_22029_emb_CAA77764__ (Z11702) 
faba] 



(PPO) (CATECHOL OXIDASE) 
polyphenol oxidase [Vicia 



Seq. No. 



304589 



43104 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pmx700091620.hl 

BLASTX 

gl729868 

154 

3.0e-10 

74 
49 

PROBABLE T-COMPLEX PROTEIN 1, BETA SUBUNIT (TCP-1-BETA) 
(CCT-BETA) >gi_1177337_emb_CAA93213_ (Z69239) unknown 
[Schizosaccharomyces pombe] 



iJCVJ • LiKJ . 




Seq. ID 


rYmv7nfifl Q1 £7^ "hi 


Method 


BLASTX 


NCBI GI 


g3218550 


"DT TV CT< q pA-rci 


ZUU 


Hi VcilUS 


y . ue— io 


Match length 


c o 
OZ 


^ JLu.eIlXlT_y 


oy 


NLbi Description 


(AB009399) Cdk-activatmg kinase 


o e q . in o . 


oU4oyi 




pmx /uuu jioyj . ni 


Method 


-DJ_Lrt.O iA 


NCBI GI 


g2781345 


BLAST score 


168 


E value 


o . Ue-12 


LYiaLcn lengtn 




-s identity 


47 


iNursi Description 


(AC003113) F2401.2 [Arabidopsis ■ 


oeq • lno • 




Seq. ID 


pmx700091695.hl 


Method 


BLASTX 


NCBI GI 


g2244813 


BLAST score 


260 


E value 


8.0e-23 


Match length 


91 


% identity 


54 


NCBI Description 


(Z97336) acylaminoacyl-peptidase 




thaliana] 


Seq. No. 


304593 


Seq. ID 


pmx700091717.hl 


Method 


BLASTN 


NCBI GI 


gl669667 


BLAST score 


60 


E value 


1.0e-25 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



112 
90 

Forsythia 



x intermedia mRNA for EF-l-alpha 



304594 

pmx700091828.hl 

BLASTX 

g3212852 

223 



43105 



E value 


2.0e-18 


Match length 


109 


% identity 


49 


NCBI Description 


(AC 0 0 4 0 D S 1 nn Vti own nrnf onn r Zi >~ ^ V>> -i /-J /-s-^> ^ A ^ -u'u^i -; ~ — _ 7 

\£^.\-,\s\jiw *j j uiuvnuwii pi.uLt5xxi L**ra£>iaopsis cnananaj 


Seq. No. 


304595 


Seq. ID 


Dmx7 00091846 hi 


Method 


BLASTX 


NCBI GI 


g4539005 


BLAST score 


164 


E value 


2 . Oe-11 


Match length 


95 


% identity 


39 


NCBI Description 


(AL049481) DUtatlVP nxidnrpHnp-f-aQO r H r* a K-l ^Ane 4 <=* t ~_ _ 

» ^ v / ^ulolxvc uAiuuicuuttdbe [riraoiaopsrs Lfisii ana 


Seq. No. 


304596 


Seq. ID 


omx700091 RfiO hi 


Method 


BLASTX 


NCBI GI 


g3063706 


BLAST score 


204 


E value 


4 . 0e-16 


Match length 


81 


% identity 


52 


NCBI Description 


vnjjw£.^^j / ; ^uLdLive protein L-^2TSDiaopsis tnalianaj 


Seq. No. 


O U O _7 / 


Seq. ID 


nmx70nOQ1fiPn hi 


Method 


BLASTX 


NCBI GI 


g2827516 


BLAST score 


325 


E value 


3.0e-30 


Match length 


87 


% identity 


71 


NCBI Description 


^/ixju^xojj; ulna ropoisomerase like- protein [Arabidopsis 




t h?i 1 t ansl 


Seq. No. 




Seq. ID 


rvmv7 OHO Q1 QH9 hi 


Method 


BLASTX 


NCBI GI 


g4585972 


BLAST score 


216 


E value 


5.0e-18 


Match length 


55 


% identity 


78 



NCBI Description (AC005287) Putative ATPase [Arabidopsis thaliana] 



Seq. No. 304599 

Seq. ID pmx700091912.hl 

Method BLASTX 

NCBI GI g4325368 

BLAST score 539 

E value 3.0e-57 

Match length 108 

% identity 87 

NCBI Description (AF128396) Arabidopsis thaliana flavin-type blue-light 
photoreceptor (SW:Q43125) {Pfam: PF00875, Score=765.2, 
E=2.6e-226, N=l) [Arabidopsis thaliana] 



43106 



0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304600 

pmx700091979.hl 

BLASTX 

g417154 

331 

3.0e-31 

64 

98 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304601 

pwf 700321614. hi 

BLASTX 

gl36125 

219 

5.0e-18 

88 
49 

PUTATIVE AC TRANS POSASE (ORFA) 
(X05424) ORFa [Zea mays] 



>gi 22113 emb CAA29005 



Seq. No. 


304602 


Seq. ID 


pwf700321639.hl 


Method 


BLASTX 


NCBI GI 


g4263522 


BLAST score 


192 


E value 


6.0e-15 


Match length 


63 


% identity 


52 


NCBI Description 


(AC004044) hypothetical protein 


Seq. No. 


304603 


Seq. ID 


pwf700321661.hl 


Method 


BLASTX 


NCBI GI 


g4508083 


BLAST score 


185 


E value 


5.0e-14 


Match length 


87 


% identity 


51 


NCBI Description 


(AC005882) Hypothetical protein 


Seq. No. 


304604 


Seq. ID 


pwf700321669.hl 


Method 


BLASTX 


NCBI GI 


g4115536 


BLAST score 


245 


E value 


5.0e-21 


Match length 


84 


% identity 


48 


NCBI Description 


(AB012115) UDP-glycose:flavonoid 




mungo] 



[Vigna 



Seq. No. 



304605 



43107 





pwl / \J\J OZ. X D / 0 • XL X 






NCBI GI 


g2245070 


BLAST score 


142 


su VdlUc 




M3tf"*h 1 pnrrfh 

J. 1CL L- U-ll ICiiU L.11 




5- -i /-I ,a -J— t +- t r 

^ iueuLii.y 


4 1 




XLi^so^d.} nypuLilcLlua± piULciIl L^rclljXCLOps 


oeq . iNO • 


JU4 OU d 


JClj • 1U 


p wx /uujiiooj ,ni 


Mf^l - h oH 


RT.A^TN 


NCBI GI 








E value 


3.0e-30 


Match length 


167 


o lucilUX Ly 




LN^Dl JJCO Ui XL; L lull 


zjcci iiiciyo I ctiotransposon upie z o xiiK, 




sxte f gag gene, pol gene, complete cds, ) 




dllvJ. _) Xl X £\ 


oeq. wo. 


JU4 OU / 


Qtrq. XJJ 


pwr /uujiiooo » n i 


Mot - h r\ri 


RT A CITY 


LNUD1 OX 


rr9 M 1 71 R 


BLAST score 


248 


E value 


2.0e-21 


i v iai_cn xeuy t,n 


DO 


o _L UCi i i L Ly 


67 


iNorsi uescripuion 


(AtuiyjoU) putative pnospnatlayllnosltol■ 




o Kinase LR.raDiaopsis r.nananaj 


oeq. no. 


oU4oUo 


DSq. 1U 


pwr /uujZioyi , al 


M^+" hoH 


RT AQTY 


NCBI GI 


g3377509 


BLAST • score 


260 


Hj VeiXLie 




ruci u^ii xtsiiyL.il 


JO 








\ni ujdu^ / ^ auxin transpoiL protein KHjnx 


beq, NO. 




otiti. XJJ 


pwr /uujii /ao.ni 


M^thori 


i_> J_Lrt.O X /V 


NCBI GI 


g4567275 


BLAST score 


225 


E value 


1.0e-18 


Match length 


73 


% identity 


59 



primer binding 



-4-phosphate 



[Oryza sativa] 



NCBI Description (AC006841) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



304610 

pwr700448522.hl 

BLASTX 

g3193336 

208 



43108 



F Tra 1 np 


7 








1 Q 




/AFOfiCnOI ^ DRT-rpl si-Ad 


oeq. NO. 


Oil 


q^rr jn 

OC^« if 




L v ietnou 


XSXjjf-iO 1 A 


IMV^DX Ul 




RT Zl Q T o nr\re± 
OXxrlO X o<— (JXcr 


^Q1 

O -? X 


E value 


3.0e-38 


Match length 


88 


1> lUcIlLll,y 


0 3 




PARRnYYPFPTTnA^F R PRFf 




^ ir/\o r ) ->gx zyouu / z eniD 




procarooxypep uiaase o 


oeq. vio . 


JU4 OXZ 


UCLJ . 1U 


L>WI / UU'i'iO JDO • XIX 




RT Zi QTY 


NCBI GI 


g445612 


BLAST score 


205 


E value 


z . ue id 


Maf"r<Vi ~\ oTnr4-h 
IMdUv^Il IcIiyUU 


-J *± 


% identity 


/ z 


1NO.DX UcoOX Xp I_X(JI1 


X XJJvJoUlTlciX piotcin Olj 


beq. No. 


oU4 old 


oeq. iu 


pwr /uu44ooou. m 




O-ULTiO 1 A 


NCBI GI 


gl552516 


BLAST score 


448 


ri value 


o * ue 40 


Ma*t~/™"Vi 1 oTirr^Vt 
1 Jd L. I ICllVjLIl 


Q9 


y~ -■ /~\ 4~~ n 

-s laentliy 






^uoouui/ txrypoxnogen 


Seq. No. 


o04ol4 


oeq. xjj 


pwr / uu44oDi4i . ni 


Mo +* h r\ r\ 


RT nQTY 
I5XxfiO 1 A 


NCBI GI 




BLAST score 


223 


E value 


2.0e-18 


Match length 


88 


% identity 


45 


NCBI Description 


peroxisomal biogenesis 



3URS0R ( PANCREAS -SPECIFIC PROTEIN) 
_CAA12163_ (AJ224866) 
[Homo sapiens] 



[Homo 1 sapiens] 



>gi_3122596_sp_O00628_PEX7_HUMAN PEROXISOMAL TARGETING 
SIGNAL 2 RECEPTOR (PTS2 RECEPTOR) (PER0XIN-7) >gi_1907315 
(U76560) peroxisome targeting signal 2 receptor [Homo 
sapiens] >gi_1947088 (U88871) HsPEX7 [Homo sapiens] 

Seq. No. 304615 

Seq. ID pwr700448619.hl 

Method BLASTN 

NCBI GI g4505324 

BLAST score 87 

E value 7 ,0e-42 



43109 



Match length 99 
% identity 97 

NCBI Description Homo sapiens nuclear autoantigen of 14 kDa (N14) mRNA 

>gi_2706619_emb_Z96932_HSP14PROT Homo sapiens mRNA for NA14 
protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304616 

pwr700448644.hl 

BLASTX 

gll72836 

372 

5.0e-36 

70 

97 

GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_4 96272 
small ras-related protein [Nicotiana tabacum] 



(L16787) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304617 

pwr700448652.hl 

BLASTX 

gl26318 

338 

1.0e-40 

88 

93 

TRIACYLGLYCEROL LIPASE PRECURSOR (LIPASE, PANCREATIC) 

>gi_418775_pir C43357 triacylglycerol lipase (EC 3.1.1.3) 

precursor, pancreatic - human >gi_190140 (M93285) lipase 
[Homo sapiens] >gi_339597 (J05125) triglyceride lipase 
precursor [Homo sapiens] >gi_1304379 (L24529) pancreatic 
lipase [Homo sapiens] 

304618 

pwr700448656.hl 

BLASTX 

gl35449 

282 

2.0e-25 

69 

80 

TUBULIN BETA-1 CHAIN >gi_100932_pir S14701 tubulin beta-1 

chain - maize >gi_295851_emb_CAA37060_ (X52878) beta 1 
tubulin [Zea mays] 

304619 

pwr700448658.hl 

BLASTN 

g4505464 

189 

1.0e-102 

213 

97 

Homo sapiens neutral sphingomyelinase (N-SMase) activation 
associated factor (NSMAF) mRNA >gi_1556398_emb_X9658 6_HSFAN 
H. sapiens mRNA for FAN protein 



Seq. No. 



304620 



43110 



Seq. ID 

Method" 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pwr700448681.hl 

BLASTX 

g4503135 

187 

1.0e-14 

38 

89 

chymotrypsinogen Bl >gi_117617_sp_P17538_CTRB_HUMAN 

CHYMOTRYPSINOGEN B PRECURSOR >gi_105619_pir A31299 

chymotrypsin (EC 3.4.21.1) precursor - human >gi_181190 
(M24400) preprochymotrypsinogen (EC 3.4.21.1) [Homo 
sapiens] 

304621 

pwr700448695.hl 

BLASTX 

gl90336 

250 

1.0e-27 

72 
88 

(M16630) protease E precursor [Homo sapiens] 
304622 

pwr700448717.hl 

BLASTX 

g2119106 

204 

1.0e-16 

38 
97 

ribosomal protein L3 
ribosomal protein L3 



- human (fragment) >gi_337580 (M90054) 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method , 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304623 

pwr700448720.hl 

BLASTN 

g3789719 

81 

3.0e-38 

105 
94 

Homo sapiens chromosome 17/ 
sequence [Homo sapiens] 



clone hRPC.4__G_17, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304624 

pwr700448756.hl 

BLASTN 

g3924651 

188 

1.0e-101 

208 
98 

Homo sapiens clone UWGC:yl4c057 from 6p21, complete 
sequence [Homo sapiens] 



Seq. No. 



304625 



43111 



Seq. ID pwr700448801.hl 
Method BLASTN 
NCBI GI g4455461 
BLAST score 105 
E value 1.0e-52 
Match length 109 
% identity 99 
NCBI Description Human DNA sequence from clone 198C21 on chromosome 

Xq26.1-26.3 Contains GPC4 (glypican 4), ESTs, STSs and GSS, 

complete sequence [Homo sapiens] 

Seq. No. 304626 

Seq. ID pwr700448844.hl 

Method BLASTN 

NCBI GI g2460199 

BLAST score 49 

E value 4.0e-19 

Match length 93 

% identity 89 * ....... * 4. .0 

NCBI Description Homo sapiens eukaryotic translation initiation ractor J 
subunit (p42) mRNA, complete cds 

Seq. No. 304627 

Seq. ID pwr700448854.hl 

Method BLASTN 

NCBI GI g3192872 

BLAST score 148 

E value 7.0e-78 

Match length 216 

% identity 93 

NCBI Description Homo sapiens putative glialblastoma cell 

differentiation-related protein (GBDR1) mRNA, complete cds 

304628 

pwr700448865.hl 
BLASTX 
g3450889 
139 

6.0e-09 
36 
78 

(AF083890) 19S proteosome subunit 9 [Arabidopsis thaliana] 

Seq. No. 304629 

Seq. ID pwr700448884.hl 

Method BLASTN 

NCBI GI gl82059 

BLAST score 101 

E value 3.0e-50 

Match length 105 

% identity 99 

NCBI Description Human pancreatic elastase I IB mRNA, complete cds 

Seq. No. 304630 

Seq. ID pwr700448959.hl 

Method BLASTX 

NCBI GI g2914706 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43112 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



161 

2.0e-ll 

38 
79 

(AC003974) 



putative homeobox protein [Arabidopsis thaliana] 



304631 

pwr700448983.hl 

BLASTN 

g643596 

208 

1.0e-113 

228 

98 

Corn mRNA for cysteine proteinase, 



clone CCP, complete cds 



304632 

pwr700449047.hl 

BLASTX 

gl23656 

183 

8.0e-16 

57 
84 

CHLOROPLAST ENVELOPE MEMBRANE 70 KD HEAT SHOCK- RELATED 

PROTEIN >gi_285407_pir A42582 heat shock protein SCE70 - 

spinach >gi_21338_emb_CAA43711_ (X614 91) 70 kDa heat shock 
protein [Spinacia oleracea] 

304633 

pwr700449253.hl 

BLASTX 

g232033 

297 

3.0e-27 

67 
87 

ELONGATION FACTOR 1 BETA' >gi_479830_pir S35501 

translation elongation factor eEF-1 beta 1 chain - wheat 
>gi_218341__dbj_BAA02436_ (D13147) elongation factor 1 beta" 
[Triticum aestivum] 

304634 

pwr70044 9292.hl 

BLASTX 

g2565436 

167 

3.0e-12 

36 
94 

(AF028842) DegP protease precursor [Arabidopsis thaliana] 
304635 

pwr700449331.hl 

BLASTX 

g3341443 

143 



43113 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ' ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-09 

42 

60 

(AJ223074) acid phosphatase [Glycine max] 
304636 

pwr700449361.hl 

BLASTX 

g3004564 

151 

2.0e-10 

40 

65 

(AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 

304637 

pwr700449368.hl 

BLASTN 

g2431768 

56 

4.0e-23 

96 

90 

Zea mays acidic ribosomal protein Pla (rppla) mRNA, 
complete cds 

304638 

pwr700449391.hl 

BLASTX 

g399888 

166 

4.0e-12 

34 
97 

HLA CLASS II HISTOCOMPATIBILITY ANTIGEN, GAMMA CHAIN 
(HLA-DR ANTIGENS ASSOCIATED INVARIANT CHAIN) (P33) {CD74 
ANTIGEN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



304639 

pwr700449419.hl 

BLASTX 

g3335060 

223 

1.0e-18 

77 

61 

(AF025842) plasma membrane-type calcium ATPase [Arabidopsis 
thaliana] >gi_4468989__emb_CAB38303__ (AL035605) plasma 
membrane-type calcium ATPase (ACA2) [Arabidopsis thaliana] 

304640 

pwr700449588.hl 

BLASTX 

g67366 

244 

3.0e-21 



43114 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48 
90 

alpha-amylase (EC 3.2.1.1) precursor, salivary - human 
>gi_224 980_prf 1205234A amylase alpha [Homo sapiens] 

304641 

pwr700449604.hl 

BLASTN 

g3252819 

86 

6.0e-41 

155 
99 

Homo sapiens Chromosome 16 BAC clone CIT987SK-A-152E5, 
complete sequence [Homo sapiens] 

304642 

pwr700449646.hl 

BLASTN 

g4322262 

49 

4.0e-19 

101 

87 

Mus musculus metallocarboxypeptidase CPX-1 mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304643 

pwr700449658.hl 

BLASTN 

g4507024 

108 

2.0e-54 

108 

100 

Homo sapiens solute carrier family 4, sodium bicarbonate 
cotransporter, member 4 (SLC4A4) mRNA, and translated 
products >gi_2281471_gb_AF007216_AF007216 Homo sapiens 
sodium bicarbonate cotransporter (HNBC1) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



304644 

pwr700449678.hl 

BLASTX 

g3915628 

145 

1.0e-18 

54 
91 

CARBOXYPEPT I DASE B PRECURSOR ( PANCREAS -SPECIFIC PROTEIN) 
(PASP) >gi_2960072_emb_CAA12163__ (AJ224866) 
procarboxypeptidase B [Homo sapiens] 

304645 

pwr700449681.hl 

BLASTN 

g4503090 

93 



43115 



E value 
Match length 
% identity 
NCBI Description 



3.0e-45 

123 

95 

Homo sapiens casein kinase 1, delta (CSNK1D) mRNA 
>gi_881618__gb_U29171_HSU29171 Human casein kinase I delta 
mRNA, complete cds >gi_1375405_gb_G27155_G27155 human STS 
SHGC-31593 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304646 

pwr700449719.h2 

BLASTX 

g3171910 

365 

3.0e-35 

76 

91 

(AJ001014) RAMP1 [Homo sapiens] 
304647 

pwr700449749.h2 

BLASTN 

gl65703 

52 

1.0e-20 

170 
84 

Rabbit smooth muscle myosin light chain kinase mRNA, 
complete CDS 

304648 

pwr700449783.h2 

BLASTN 

g505472 

122 

1.0e-62 

122 
100 

H. sapiens mRNA for ribosomal protein L31 



304649 

pwr700449790.h2 

BLASTX 

gl545871 

343 

8.0e-33 

67 

97 

(U66607) cyclin type B-like [Zea mays] 
cyclin type B-like [Zea mays] 



>gi__1545873 (U66608] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



304650 

pwr700449849.h2 

BLASTN 

g4512253 

231 

1.0e-127 
274 



43116 



% identity 97 

NCBI Description Homo sapiens gene for JKTBP2, JKTBP1, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304651 

pwr700449873.h2 

BLASTX 

g2582800 

242 

7.0e-21 

74 

66 

(Y11607) protein phosphatase 2C [Medicago sativa] 
304652 

pwr700449886.h2 

BLASTX 

g4325344 

319 

8.0e-30 

89 

70 

(AF128393) similar to beta-transducins (Pfam: PF00400, 
Score=71.7, E=1.5e-17, N=6) [Arabidopsis thaliana] 

304653 

pwr700449914.hl 

BLASTX 

g2467298 

210 

5.0e-17 

56 

77 

(AB000888) phosphatidic acid phosphatase 2a [Homo sapiens] 
>gi_3123848 (AF014402) type-2 phosphatidic acid phosphatase 
alpha- 1 [Homo sapiens] 

304654 

pwr700449922.hl 

BLASTX 

gl778093 

170 

2.0e-12 

73 

48 

(U64902) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

304655 

pwr700449933.hl 

BLASTX 

gl23620 

474 

5.0e-48 

92 

100 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224__pir S14950 



43117 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



heat shock cognate protein 70 - tomato 

>gi_19258_emb_CAA37971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 

304656 

pwr700449968.hl 

BLASTX 

g4039152 

160 

3.0e-ll 

35 
77 

(AF104221) low temperature and salt responsive protein 
LTI6B [Arabidopsis thaliana] >gi_4325219_gb_AAD17303_ 
(AF122006) hydrophobic protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304657 

pwr700449989.hl 

BLASTX 

gl351296 

231 

9.0e-20 

51 

92 

TROPONIN I, CARDIAC MUSCLE >gi_627953_pir A53805 troponin 

I, cardiac - mouse >gi_313105_emb_CAA80459_ (Z22784) 
troponin I [Mus musculus] >gi_508866 (D09181) cardiac 
troponin I [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



304658 

pwr700450004.h2 

BLASTX 

g2696229 

161 

5.0e-21 

76 

64 

(D55712) chitinase 



[Oryza sativa] 



304659 

pwr700450008.h2 

BLASTX 

gl35411 

271 

6.0e-36 

92 

95 

TUBULIN ALPHA- 2 CHAIN >gi_82732_pir S15772 tubulin alpha-2 

chain - maize >gi_22148_emb_CAA33733_ (X15704) 
alpha2-tubulin [Zea mays] 

304660 

pwr700450044 .h2 

BLASTX 

g3426043 

161 

3.0e-ll 



43118 




Match length 


Q 1 


% identity 


84 


NCBI Description 


(ALUUoIdo ) puuatzive cnoiine Kinase L-^raDiuupbxb Liid-L-Li 


Seq. No. 


304661 


C n TVS 

beq. 1U 


pwr / UU40UUDO. nz, 


Method 


DT 7V OT">V 
D±jfibl A 


NCBI GI 


gl332579 


BLAST score 


246 


E value 


6 . 0e-35 


Match length 


O A 

84 


% identity 


9 


NCBI Description 


(X98063) polyubiquitin [Pinus sylvestris] 


Seq. No. 


304 662 


Seq. ID 


pwr /uu4ouu /y. 


Method 


nr 7\ Oi"PVT 

BLAblN 


NCBI GI 


gl68436 


BLAST score 


70 


E value 


3 . Oe-31 


Match length 


249 


% identity 


87 


NCBI Description 


Zea mays catalase (Cat3) gene, complete cds 


Seq. No, 


304663 


Seq. ID 


pwr70Q4501o9 . hi 


Method 


BLASTN 


NCBI GI 


g285968 


BLAST score 


121 


E value 


5 . 0e-62 


Match length 


121 


% identity 


100 


NCBI Description 


Human mRNA for KIAA0026 gene, complete cds 


Seq. No. 


304664 


Seq. ID 


pwr /0u4ouiyi.ni 


Method 


BLASTN 


NCBI GI 


i r a ai c n 

g4502358 


BLAST score 


236 


E value 


1.0e-130 


Match length 


268 


% identity 


97 


NCBI Description 


Homo sapiens brain— specif ic angiogenesis inhibitor 3 




mRNA >gi 3021700 dbj AB005299 AB005299 Homo sapiens E 




mRNA, complete cds 


Seq. No. 


304665 


Seq. ID 


pwr7004502 91 . hi 


Method 


BLASTX 


NCBI GI 


g3319096 


BLAST score 


209 


E value 


5. 0e-31 


Match length 


88 


% identity 


78 


NCBI Description 


Chain L, Hiv-1 Gpl20 Core Complexed With Cd4 And A 




Neutralizing Human Antibody 



43119 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304666 

pwr700450316.hl 

BLASTN 

g2431768 

75 

2.0e-34 

115 

91 

Zea mays acidic ribosomal protein Pla 
complete cds 



(rppla) mRNA, 



304667 

pwr700450354.hl 

BLASTX 

gl732513 

285 

7.0e-26 

72 

74 

(U62743) snapdragon myb protein 305 homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304668 

pwr700450402.hl 

BLASTX 

gl082693 

266 

7.0e-24 

50 

96 

phosphotyrosyl phosphatase activator PTPA - human 
>gi_509243__emb_CAA51873_ (X73478) phosphotyrosyl 
phosphatase activator [Homo sapiens] 



304669 

pwr700450456.hl 

BLASTN 

g939784 

46 

7.0e-17 

74 

91 

Zea mays MADS-box protein (ZAP1) 



mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



304670 

pwr700450484.hl 

BLASTX 

g4559304 

267 

6.0e-24 

49 

100 

(AF127021) T7-like RNA polymerase [Zea mays] 
304671 

pwr700450486.hl 
BLASTX 



43120 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2130149 
471 

1.0e-47 

90 
100 

translation elongation factor eEF-1 alpha chain - maize 
( fragment ) 



304672 

pwr700450493.hl . 

BLASTN 

gl503995 

169 

2.0e-90 

193 

97 

Human mRNA for KIAA0206 



gene, partial cds 



304673 

pwr700450495.hl 

BLASTX 

g4454470 

202 

4.0e-16 

91 

53 

(AC006234) putative sugar transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



304674 

pwr700450509.hl 

BLASTN 

g556529 

60 

2.0e-25 

138 

88 

Mouse mRNA for arylhydrocarbon receptor , 



304675 

pwr700450523.hl 

BLASTN 

g4218352 

89 

5.0e-43 

102 

96 

Homo sapiens chromosome 18 
fragment, clone 18CGI1G4 , 



complete cds 



CpG island DNA, 
complete read 



genomic Msel 



304676 

pwr700450548.hl 

BLASTN 

gl913891 

126 

7.0e-65 
140 



43121 




-s identity 


act 

yy 


inljdi uescripx-ion 


nUILla.Xl L*_LUJ.ltS iJUJi iLLIMNri. oC^UCiluC 


Seq. No. 




beq. 1JJ 


pwr /uu4oucio .ni 


Metnoa 


DliiiO 1 IN 


NCBI GI 


g905355 


BLAST score 


39 


E value 


l . ue — ±£ 


Match length 




% identity 


1UU 


iNL-oi uescr lption 


Unman f 3of-i -n TnT?T\TZi /~»rvmT*\1 0"f~ o pHc 


Seq. No. 


JU4 o / o 


beq. xu 


pwr / uu4 ouoyz . ni 


Tuf V"i /**\ /"J 

iyj.ei.noQ. 


i5±jH.O 1 IN 


NCBI GI 


g340218 


BLAST score 


125 


£j vaiue 


z . ue 04 


IXlclUt^Il Icily L.I1 


i ^6 


% identity 


yy 


lnudi uescripLion 


IlUiuG.il V -LIUteJIlL-LIl ycilC; OvJILL^J-t; Lc Lrtlo 


Seq. No. 


3046 /y 


Seq. ID 


r^T-rv-nnn a c:r\nr\ t; y,i 
pwr /uu4ou/uo.ni 


Method 


rSJLilb J.N 


NCBI GI 


gll64913 


BLAST score 


42 


E value 


o . ue-lo 


Match length 


34 


% identity 


94 


NCBI Description 


riuitian una sequence xroin. cosinia Uiuybi on cnroiuiosoxne a 


Seq. No. 


304680 


beq. id 


pwr /UU40U / u / * ni 


Method 


T5T S CTTJ 

oij/ib i JN 


JNOdI bl 


«0{rC Q A Q A 


BLAST score 


234 


E value 


1.0e-129 


jyiatcn lengrn 


on a 


identity 


y 0 


NCBI Description 


Homo sapiens cnromosome l/, clone nKFK. 14 /_l_Lo, compiere 




sequence [Homo sapiens] 


Seq. No. 


304681 


Seq. ID 


pwr /UU4oUozy.nl 


Method 


DliAb I IN 


NCBI GI 


g35666 


BLAST score 


75 


E value 


Z . Ue-34 


Match length 


yy 


% identity 


94 


NCBI Description 


Human prolactin gene 5 1 region 


Seq. No. 


304682 


Seq. ID 


pwr700450838.hl 


Method 


BLASTN 



43122 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g!89016 
76 

3.0e-35 

107 

94 

Human nonmuscle/smooth muscle alkali myosin light chain 
gene, complete cds 

304683 

pwr700450849.hl 

BLASTN 

g4049267 

129 

9.0e-67 

133 

99 

Homo sapiens putative tumor suppressor ST13 (ST13) mRNA, 
complete cds 

304684 

pwr700450855.hl 

BLASTN 

gl915966 

73 

2.0e-33 

77 

99 

Homo sapiens small acidic protein mRNA, complete cds 
304685 

pwr700450864.hl 

BLASTN 

g509242 

81 

3.0e-38 

112 

94 



NCBI Description H. sapiens hPTPA mRNA 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



304686 

pwr700450953.hl 

BLASTX 

g2492519 

161 

1.0e-ll 

63 

100 

26S PROTEASE REGULATORY SUBUNIT 7 (26S PROTEASOME SUBUNIT 
7) >gi_1395191_dbj_BAA13021_ (D86121) 26S proteasome ATPase 
subunit [Spinacia oleracea] 

304687 

pwr700450970.hl 

BLASTN 

g2668739 

161 

1.0e-85 



43123 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
-Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



173 
99 

Zea mays translation initiation factor G0S2 
complete cds 



(TIF) mRNA, 



304688 

pwr700450973.hl 

BLASTN 

g3983571 

153 

6.0e-81 

188 
97 

Homo sapiens PAC clone DJ0593H12 from 7p31, complete 
sequence [Homo sapiens] 

304689 

pwr700450992.hl 

BLASTX 

g4454048 

162 

1.0e-ll 

58 
53 

(AL035394) putative protein [Arabidopsis thaliana] 
304690 

pwr700451006.hl 

BLASTX 

g4336424 

437 

1.0e-43 

87 

97 

(AF089868) cell surface glycoprotein P1H12 precursor [Homo 
sapiens] 

304691 

pwr700451019.hl 

BLASTN 

g4502900 

216 

1.0e-118 

236 
98 

Homo sapiens clathrin, light polypeptide (Lcb) (CLTB) mRNA 
>gi_187056_gb_M20470_HUMLCTHB Human lymphocyte clathrin 
light-chain B mRNA, complete cds 

304692 

pwr700451045.hl 

BLASTN 

g6012171 

40 

2.0e-13 

52 

94 



43124 



NCBI Description 



Hordeum vulgare mRNA for vacuolar membrane 
proton-translocating inorganic pyrophosphat 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



304693 

pwr700451051.hl 

BLASTX 

g3327094 

195 

2.0e-15 

49 

86 

(AB014540) KIAA0640 protein [Homo sapiens] 
304694 

pwr700451058.hl 

BLASTX 

gll71064 

251 

2.0e-29 

80 

90 

CELL SURFACE GLYCOPROTEIN MUC18 PRECURSOR 

(MELANOMA-ASSOCIATED ANTIGEN MUC18) (MELANOMA-ASSOCIATED 
ANTIGEN A32) (S-ENDO 1 ENDOTHELIAL-ASSOCIATED ANTIGEN) 

(CD146 ANTIGEN) (MELANOMA ADHESION MOLECULE) 

>gi_2134899_pir 138049 cell surface glycoprotein MUC18 

precursor - human >gi_529724 (M28882) MUC18 glycoprotein 

[Homo sapiens] >gi_530048 (M29277) MUC18 glycoprotein [Homo 
sapiens] >gi_825693_emb_CAA48332_ (X68264) melanoma 
associated glycoprotein [Homo sapiens] 

304695 

pwr700451064.hl 

BLASTX 

g2317902 

268 

7.0e-24 

85 

66 

(U89959) hypothetical protein [Arabidopsis thaliana] 
304696 

pwr700451068.hl 

BLASTN 

g3283923 

109 

9.0e-55 

149 

93 

Homo sapiens clone 24452 mRNA sequence 
304697 

pwr700451124.hl 

BLASTX 

gl703380 

286 

6.0e-26 



43125 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 
100 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj__BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 



304698 

pwr700451161.hl 

BLASTX 

g629800 

272 

2.0e-24 

88 

64 

pir7b protein - rice >gi_ 
Pir7b [Oryza sativa] 



498747 emb CAA84024 (Z34270) 



304699 

pwr700451162.hl 

BLASTX 

g3421384 

198 

1.0e-15 

62 
52 

(AF081067) IAA-Ala hydrolase; 
[Arabidopsis thaliana] 



IAA-amino acid hydrolase 



304700 

pwr700451232.hl 

BLASTX 

g3688598 

262 

2.0e-23 

63 

78 

(AB009029) Cycloartenol Synthase [Panax ginseng] 
304701 

pwr700451245.hl 

BLASTN 

g4589410 

46 

5.0e-17 

122 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F2015, complete sequence 

304702 

pwr700451251.hl 

BLASTN 

g32328 

142 

2.0e-74 

178 

96 

Human HMG-17 gene for non-histone chromosomal protein 



43126 



HMG-17 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

..% identity 

NCBI Description 



304703 

pwr700451511.hl 

BLASTX 

gl70352 

431 

6.0e-43 

89 
17 

(M74101) hexameric polyubiquitin [Nicotiana sylvestris] 
>gi_870792 (L05361) polyubiquitin [Arabidopsis thaliana] 
>gi_4115333 (L81139) ubiquitin [Pisum sativum] >gi_4115335 
(L81140) ubiquitin [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304704 

pwr700451532.hl 

BLASTN 

g2511528 

91 

3.0e-44 

106 

96 

Homo sapiens E1B 19K/Bcl-2-binding protein Nip3 mRNA, 
nuclear gene encoding mitochondrial protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304705 

pwr700451543.hl 

BLASTN 

gl84097 

236 

1.0e-130 

276 

96 

Human HIV1 tata element modulatory factor mRNA sequence 
from chromosome 3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304706 

pwr700451605.hl 

BLASTN 

g2935593 

234 

1.0e-129 

277 

96 

Homo sapiens Xp22 BAC GS-602M16 (Genome Systems Human BAC 
library) complete sequence [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304707 

pwr700451653.hl 

BLASTX 

g2149051 

324 

2.0e-30 

63 

97 

(U73810) small Ras-like GTP-binding protein [Arabidopsis 



43127 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

thaliana] 
304708 

pwr700451666.hl 

BLASTX 

g3450881 

225 

8.0e-19 

85 

64 

(AF083269) p41-Arc 




[Rattus norvegicus] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304709 

pwr700451739.hl 

BLASTN 

g4502996 

66 

3.0e-29 

78 

96 

Homo sapiens carboxypeptidase Al (pancreatic) (CPA1) mRNA 
>gi_35329_emb_X67318_HSPCBXAl H. sapiens mRNA for 
procarboxypeptidase Al >gi_1254688_gb_G19989_G19989 SWSS41 
Eric D. Green Homo sapiens STS genomic, sequence tagged 
site [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304710 

pwr700451824.hl 

BLASTX 

g3668069 

203 

2.0e-16 

39 

100 

(U28007) Pto kinase 



interactor 1 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304711 

pwr700451862.hl 

BLASTX 

g4204265 

165 

9.0e-12 

61 

51 

(AC005223) 45643 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304712 

pwr700451924.hl 

BLASTX 

gll3789 

309 

6.0e-29 

54 

94 

ALPHA- AMYLASE 2B PRECURSOR (1, 4-ALPHA-D-GLUCAN 

GLUCANOHYDROLASE) (ALPHA- AMYLASE CARCINOID) 

>gi 1070489 pir ALHU2B alpha-amylase (EC 3.2.1.1) 



2B 



43128 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor, pancreatic - human >gi_537512 (M24895) 
alpha-amylase [Homo sapiens] >gi_780137_dbj_BAA14130_ 
(D90097) alpha-amylase [Homo sapiens] 

304713 

pwr700451947.hl 

BLASTX 

gl335217 

203 

2.0e-16 
43 
95 

(X00198) myc protein (aa 253-439) 
[Homo sapiens] 



[17 is 2nd base in codon) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304714 

pwr700451962.hl 

BLASTN 

gl098636 

185 

1.0e-100 

212 

97 

Human fragile X mental retardation syndrome related protein 
(FXR2) mRNA, complete cds 

304715 

pwr700451986.hl 

BLASTN 

gl246234 

85 

4.0e-40 

216 

85 

Homo sapiens FSHD region DNA sequence 
304716 

pwr700452061.hl 

BLASTN 

g220013 

115 

2.0e-58 

122 

99 

Homo sapiens mRNA for pancreatic protease E precursor, 
complete cds 

304717 

pwr700452069.hl 

BLASTN 

g285950 

130 

3.0e-67 

150 

97 

Human mRNA for KIAA0107 gene, 



complete cds 



43129 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

"Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304718 

pwr700452085.hl 

BLASTX 

g4502997 

153 

1.0e-10 

33 

85 

carboxypeptidase Al (pancreatic) 

>gi_399196_sp_P15085_CBPl_HUMAN CARBOXYPEPTIDASE Al 

PRECURSOR >gi_345782_pir S29127 carboxypeptidase A (EC 

3.4.17.1) CPA1 precursor - human >gi_35330_emb_CAA47732_ 
(X67318) carboxypeptidase a [Homo sapiens] 

304719 

pwr700452123.hl 

BLASTX 

g4503003 

220 

2.0e-18 

46 

93 

carboxypeptidase Bl (tissue) >gi_284360_pir A42332 

carboxypeptidase B (EC 3.4.17.2) precursor, pancreatic - 
human >gi_189625 (M81057) procarboxypeptidase B [Homo 
sapiens] 

304720 

pwr700452130.hl 

BLASTN 

g307165 

139 

1.0e-72 

139 

100 

Human myeloid cell differentiation protein (MCL1) mRNA 
304721 

pwr700452193.hl 

BLASTN 

g4190944 

103 

2.0e-51 

107 

99 

Homo sapiens chromosome 9, clone hRPK . 4 6 5_F_2 1 , complete 
sequence [Homo sapiens] 

304722 

pwr700452430.hl 

BLASTX 

g4139785 

170 

1.0e-12 

33 

33 

Chain B, Canine Gdp-Ran Q691 Mutant 



43130 




Seq. No. 


ou4 1 15 


beq. ID 


pwr /UU4oz4JZ.nl 


Method 


BLASTX 


NCBI GI 


g4510345 


BLAST score 


163 


E value 


1. Oe-11 


Match length 


70 


% identity 


46 


NCBI Description 


(AC006921) unknown protein [Arabidopsis thaliana] 


Seq. No. 


O C\ A *7 O A 

304724 


beq. ID 


pwr /0u4o2442.hl 


Method 


BLASTX 


NCBI GI 


g3461814 


BLAST score 


300 


E value 


1. Oe-27 


Match length 


85 


% identity 


66 


NCBI Description 


(AC004138) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


304725 


Seq. ID 


pwr7 004 52811 .hi 


Method 




NCBI GI 


g3377950 


BLAST score 


177 


E value 


3.0e-13 


Match length 


50 


% identity 


58 


NCBI Description 


(AJ009830) cysteine proteinase precursor, AN11 [Ananas 




comosus] 


Seq. No. 


304726 


Seq. ID 


pwr700452820.hl 


Method 


BLASTX 


NCBI GI 


g3426038 


BLAST score 


241 


E value 


8 . 0e-21 


Match length 


78 


% identity 


62 


NCBI Description 


(AC005168) unknown protein [Arabidopsis thaliana] 


Seq. No. 


304727 


Seq. ID 


pwr700452842.hl 


Method 


BLASTX 


NCBI GI 


gl706956 


BLAST score 


151 


E value 


2.0e-10 


Match length 


39 


% identity 


77 


NCBI Description 


(U58283) cellulose synthase [Gossypium hirsutum] 


Seq. No. 


304728 


Seq. ID 


pwr700452873.hl 


Method 


BLASTX 


NCBI GI 


g4510345 


BLAST score 


159 



43131 



E value 
Match length 
% identity 
NCB1 Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-ll 

43 

58 

(AC006921) unknown protein [Arabidopsis thaliana] 



304729 

pwr700452906.hl 

BLASTN 

g4454564 

238 

1.0e-131 

250 

99 

Homo sapiens ubiquitin processing protease 
complete cds 



(Ubp-M) mRNA, 



304730 

pwr700453018.hl 

BLASTN 

g3402739 

226 

1.0e-124 

265 
97 

Homo sapiens chromosome 17, clone hRPK . 4 7 1__L_1 3 , complete 
sequence [Homo sapiens] 

304731 

pwr700453054.hl 

BLASTX 

g2463634 

306 

2.0e-28 

75 

84 

(U81800) monocarboxylate transporter [Homo sapiens] 
304732 

pwr700453080.hl 

BLASTX 

gll73286 

165 

5.0e-12 

43 
77 

40S RIBOSOMAL PROTEIN S9 >gi_112274_pir S214 97 ribosomal 

protein S9 - rat >gi_57143_emb_CAA47013_ (X66370) ribosomal 
protein S9 [Rattus norvegicus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



304733 

pwr700453096.hl 

BLASTN 

g529723 

121 

6.0e-62 

149 

96 



43132 



NCBI Description Human MUC18 glycoprotein mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304734 

pwr700453147.hl 

BLASTX 

g2618688 

209 

6.0e-17 

60 
'65 

(AC002510) putative esterase 



D [Arabidopsis thaliana] 



304735 

pwr700453213.hl 

BLASTX 

gl23613 

200 

7.0e-16 

53 

74 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_100222_pir S14 94 9 

heat shock cognate protein 70 - tomato 

>gi_19256__emb_CAA37970_ (X54029) heat shock protein cognate 
70 [Lycopersicon esculentum] 

304736 

pwr700453223.hl 

BLASTX 

g4502221 

211 

4.0e-33 

85 

83 

Rho GTPase activating protein 5 
[Homo sapiens] 



>gi_687593 (U17032) pl90-B 



304737 

pwr700453245.hl 

BLASTX 

g730536 

428 

1.0e-42 

85 
98 

60S RIBOSOMAL PROTEIN L23 >gi_310933 (L18915) 
protein subunit L17 [Nicotiana tabacum] 



60S ribosomal 



304738 

pwr700453322.hl 

BLASTX 

gl053047 

298 

3.0e-27 

59 
100 

(U38425) histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 



43133 



[Glycine max] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304739 

pwr700453330.hl 

BLASTX 

g4506617 

197 

9.0e-16 

39 
92 

ribosomal protein L17 >gi_1327 99_sp_P18621_RL17_HUMAN 60S 

RIBOSOMAL PROTEIN L17 (L23) >gi_71281_pir R5HU22 ribosomal 

protein L17 - human >gi_34199_emb_CAA37793_ (X53777) 
putative ribosomal protein (AA 1-184) [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304740 

pwr700453352.hl 

BLASTX 

gl945502 

140 

9.0e-09 

57 

47 

(U13644) F56D2.5 



gene product [Caenorhabditis elegans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304741 

pwr700453395.hl 

BLASTN 

g3127925 

84 

5.0e-40 

84 

100 

H. sapiens RNA for type VI collagen alpha3 chain 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304742 

pwr700453434.hl 

BLASTX 

g2662343 

277 

1.0e-25 

65 
97 

(D63581) EF-1 alpha 



[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304743 

pwr700453445.hl 

BLASTN 

g3183937 

143 

6.0e-75 

191 

94 

Homo sapiens partial mRNA; 



ID EE2-12A 



Seq. No. 
Seq. ID 



304744 

pwr700453515.hl 



43134 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



£eq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

gl806185 

145 

3.0e-14 

46 

83 

(Z84395) rpsN [Mycobacterium tuberculosis] 
304745 

pwr700453539.hl 

BLASTX 

g4406780 

228 

2.0e-19 

48 

90 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

304746 

pwr700453606.hl 

BLASTX 

g4455222 

160 

3.0e-ll 

71 
46 

(AL035440) hypothetical protein [Arabidopsis thaliana] 
304747 

pwr700453642.hl 

BLASTX 

g3914056 

228 

4.0e-19 

91 
55 

DNA MISMATCH REPAIR PROTEIN MSH2 >gi_2522362 (AF002706) 
MutS homolog 2 [Arabidopsis thaliana] >gi_2522364 

(AF003005) MutS homolog 2 [Arabidopsis thaliana] 
>gi_2547236 (AF026549) DNA mismatch repair protein MSH2 

[Arabidopsis thaliana] 

304748 

pwr700453668.hl 

BLASTN 

g949877 

83 

6.0e-39 

207 

86 

H.vulgare mRNA for elongation factor 1 -alpha 
304749 

qmh700025735.fl 

BLASTX 

g629561 



43135 



nliAbi SCOre 


1 Qfl 

iyu 


E value 


1.0e-14 


Match length 


88 


% identity 


o o 

JO 


NCBI Description 


SRG1 protein — Arabidopsis thaliana 




>gi 479047 emb CAAooo54 (X79U5Z) SRG1 [Arabiaopsis 




thaliana] 


Seq. No. 


OU4 /OU 


beq. iu 


qmn /uuuzo/4i.ii 


i v je unoa 


BliAb 1 A 


JNUdI VjI 


gz ii / joo 


BLAST score 


/ 


E value 


1.0e-22 


Match length 


90 


% identity 


56 


NCBI Description 


mitochondrial processing peptidase (EC 3.4.99.41) alpha- 




chain precursor - potato >gi 587562 emb CAA56520 {X802. 




initochondrial processing peptidase [Solanum tuberosum] 


Seq. No. 


o04 /ol 


oeq. id 


qmn /uuuzo /oz . ti 


Method 


DT 7\ QTY 
Oliiio 1 A 


NCBI GI 


g3242715 


BIiAST score 


241 


E value 


7 . Oe-34 


Matcn lengtn 




% identity 


78 


NCBI Description 


(AC0uo04 0) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


irt jit r ^ 

304752 


&eq. ID 


qmn /UUuzo / / o . ±1 


Method 


bloAb lA 


NCBI GI 


gl752734 


BLAST score 


164 


E value 


7 . 0e-12 


Matcn lengtn 


/ 1 


% identity 


44 


NCBI Description 


(D78510) beta-glucan-elicitor receptor [Glycine max] 


Seq. No. 


304753 


Seq. ID 


qmn /UQU2a / 91 . xl 


Method 


BLAb I A 


JNUrJl bl 


gz / 4 duo o 


BLAST score 


329 


E value 


6.0e-31 


Match length 


93 


% identity 


63 


NCBI Description 


(AF025292) putative high-af f mity potassium transporter 




[Hordeum vulgare] 


Seq. No. 


304754 


Seq. ID 


qmh700025795.fl 


Method 


BLASTX 


NCBI GI 


g4204469 


BLAST score 


303 


E value 


6.0e-28 



43136 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

n\ 

(AF090120) cystathionine beta-synthetase; CBS [Fugu 
rubripes] 

304755 

qmh700025808.fl 

BLASTX 

g4558672 

286 

6.0e-26 

59 
90 

(AC007063) putative 1, 3-beta-D-glucan synthase [Arabidopsis 
thaliana] 

304756 

qmh700025853.fl 

BLASTX 

g2500365 

184 

6.0e-14 

84 
49 

PROBABLE 60 RIBOSOMAL PROTEIN LI 4 (HYDROXYPROLINE RICH 
GLYCOPROTEIN HRGP1) 

304757 

qmh700025857.fl 

BLASTX 

g2190992 

164 

1.0e-ll 

57 

60 

(AF004358) glutathione S-transf erase TSI-1 [Aegilops 
tauschii] 

304758 

qmh700025865.fl 

BLASTX 

g4006886 

313 

4.0e-29 

82 
74 

(Z99708) putative protein [Arabidopsis thaliana] 
304759 

qmh700025866.fl 

BLASTX 

g4038594 

250 

1.0e-21 

73 

64 

(AJ222798) tDETl protein [Lycopersicon esculentumj 



43137 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4454332_emb_CAA11914_ (AJ224356) tDETl protein 
[Lycopersicon esculentum] 

304760 

qmh700025876.fl 

BLASTX 

g4539301 

275 

1.0e-24 

68 
74 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304761 

qmh700025902.fl 

BLASTX 

g3522943 

333 

2.0e-31 

91 

36 

(AC004411) putative p-glycoprotein [Arabidopsis thaliana] 





304762 


Seq. ID 


qmh700025931.fl 


Method 


BLASTN 


NCBI GI 


g3290003 


BLAST score 


222 


E value 


1.0e-122 


Match length 


226 


% identity 


100 


NCBI Description 


Zea mays pathogenesis related protei 




complete cds 


Seq. No. 


304763 


Seq. ID 


qmh700025-981.fl 


Method 


BLASTN 


NCBI GI 


g!816585 


BLAST score 


204 


E value 


1.0e-lll 


Match length 


204 


% identity 


100 


NCBI Description 


Zea mays L0N1 protease (LON1) mRNA, 


Seq. No. 


304764 


Seq. ID 


qmh700025986.fl 


Method 


BLASTX 


NCBI GI 


g4512670 


BLAST score 


153 


E value 


2.0e-10 


Match length 


81 


% identity 


38 


NCBI Description 


(AC006931) putative cytochrome P450 


Seq. No. 


304765 


Seq. ID 


qmh700026004.fl 



mRNA, 



complete cds 



43138 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g3695061 

379 

7.0e-37 

88 
82 

(AF064788) 
japonicus] 



rac GTPase activating protein 2 [Lotus 



304766 

qmh700026039.fl 

BLASTX 

g4063389 

403 

1.0e-39 

83 
88 

(AF099012) QM protein [Bombyx mandarina] 



304767 

qmh700026048.fl 

BLASTX 

g2293566 

151 

4.0e-10 

34 

91 

(AF012896) ADP-ribosylation factor 1 



[Oryza sativa] 



304768 

qmh700026062.fl 

BLASTX 

g4519936 

231 

2.0e-19 

94 

49 

(AB019186) RPR1 [Oryza sativa] 
304769 

qmh700026082.fl 

BLASTX 

g2190992 

265 

2.0e-23 

72 

72 

(AF004358) glutathione S-transf erase TSI-1 [Aegilops 
tauschii] 

304770 

qmh700026121.fl 

BLASTN 

g433040 

81 

4.0e-38 
105 



43139 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Zea mays W-22 clone PREM-1A retroelement PREM-1, partial 
sequence 

304771 

qmh700026162.fl 

BLASTX 

g629641 

377 

1.0e-36 

72 
99 

PsHSC71. 
HSC71.0 
(Z32537; 



0 protein - garden pea >gi_1076530_pir S53500 

protein - garden pea >gi_473217__emb_CAA8354 8_ 
PsHSC71.0 [Pisum sativum] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304772 

qmh700026172.fl 

BLASTX 

g2507056 

314 

3.0e-29 

92 

61 

LIPOIC ACID SYNTHETASE (LIP-SYN) (LIPOATE SYNTHASE) 
>gi_1651257_dbj_BAA35271_ (D90703) Lipoic acid synthetase 
(lip-syn) . [Escherichia coli] >gi__1778545 (U82598), lipoic 
acid synthetase [Escherichia coli] >gi_1786846 (AE000167) 
lipoate synthesis, sulfur insertion? [Escherichia coli] 

304773 

qmh700026315.fl 

BLASTX 

g3451321 

221 

2.0e-18 
84 

49 ?f 

(AL031323) putative transcription or splicing factor 
[Schizosaccharomyces pombe] 

304774 

qmh700026331.fl 

BLASTX 

g548702 

160 

3.0e-ll 

39 

67 

DNA- DIRECTED RNA POLYMERASE II 14.5 KD POLYPEPTIDE (RPB9) 

(RPB14.5) >gi_543001_pir S41621 DNA-directed RNA 

polymerase (EC 2.7.7.6) II 14. 5K chain - human 
>gi_397150_emb_CAA8064 9_ (Z23102) RNA Polymerase II subunit 
14.5 kD [Homo sapiens] >gi_1905901 (AD001527) HUMAN 
DNA-DIRECTED RNA POLYMERASE II 14.5 KD SUBUNIT [Homo 
sapiens] 



43140 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304775 

qmh700026342.fl 

BLASTX 

gl946265 

356 

4.0e-34 

66 

91 

(Y11414) myb [Oryza sativa] 
304776 

qmh700026350.fl 

BLASTX 

g2292907 

407 

4.0e-40 

88 

91 

(Y10099) P-glycoprotein homologue 



[Hordeum vulgare] 



304777 

qmh700026358.fl 

BLASTX 

g4455274 

142 

6.0e-09 

34 

94 

(AL035527) spliceosome associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ^ 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



304778 

qmh700026374.fl 

BLASTX 

g4335756 

170 

2.0e-12 

56 
61 

(AC006284) putative ankyrin 



[Arabidopsis thaliana] 



304779 

qmh700026417.fl 

BLASTX 

g4049410 

214 

9.0e-18 

55 

71 

(Y10225) L-ascorbate oxidase 
304780 

qmh700026426.fl 

BLASTX 

g3242785 

440 

6.0e-44 



[Cucumis melo] 



43141 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 
80 

(AF055355) respiratory burst oxidase protein C [Arabidopsis 
thaliana] 

304781 

qmh700026439.fl 

BLASTX 

gl749542 

414 

7.0e-41 

98 

81 

(D89167) similar to Saccharoitiyces cerevisiae 
5-methyltetrahydropteroyltriglutamate-homocysteine 
s-methyltransferase, SWISS-PROT Accession Number P05694 
[Schizo saccharoitiyces pombe] 



Seq. No. 


304782 


Seq. ID 


qmh700026479.fl 


Method 


BLASTX 


NCBI GI 


g604479 


BLAST score 


227 


E value 


5.0e-19 


Match length 


86 


% identity 


56 


NCBI Description 


(U18422) DP2 [Homo sapiens] 


Seq, No. 


304783 


Seq. ID 


qmh700026482.fl 


Method 


BLASTX 


NCBI GI 


g3193332 


BLAST score 


163 


E value 


1.0e-ll 


Match length 


38 


% identity 


82 


NCBI Description 


(AF069299) similar to Arabidopsis AT-hook prote. 




(GB:AJ222585) [Arabidopsis thaliana] 


Seq. No. 


304784 


Seq. ID 


qmh700026501.fl 


Method 


BLASTN 


NCBI GI 


g532571 


BLAST score 


143 


E value 


9.0e-75 


Match length 


271 


% identity 


88 


NCBI Description 


Barley lipoxygenase 1 (LoxA) gene, complete cds 


Seq. No. 


304785 


Seq. ID 


qcnh700026514.fl 


Method 


BLASTX 


NCBI GI 


g3152606 


BLAST score 


248 


E value 


1.0e-21 


Match length 


58 


% identity 


72 



43142 



NCBI Description 



(AC004482) putative ring zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304786 

qmh700026544.fl 

BLASTN 

g22144 

39 

1.0e-12 

62 
92 

Maize anaerobically regulated gene for fructose 
bisphosphate aldolase (EC 4.1.2.13) 

304787 

qmh700026554.fl 

BLASTX 

g729103 

296 

4.0e-27 

75 

81 

CHALCONE — FLAVONONE ISOMERASE >gi_542181_pir S41570 

chalcone isomerase (EC 5.5.1.6) - maize 
>gi_396149_emb_CAA80441_ (Z22760) chalcone flavonone 
isomerase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304788 

qmh700026589.fl 

BLASTX 

g2982431 

141 

6.0e-09 

87 

36 

(AL022224) leucine rich repeat-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



304789 

qmh700026619.fl 

BLASTX 

g2996096 

359 

1.0e-36 

96 
86 

(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 

304790 

qmh700026666.fl 

BLASTX 

g4510339 

284 

1.0e-25 

93 

56 



43143 



NCBI Description 



(AC006921) putative ABC transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304791 

qmh700026728.fl 

BLASTX 

g2500107 

348 

4.0e-33 

78 

90 

DNA REPAIR PROTEIN RAD51 HOMOLOG 
LeRAD51 [Solanum lycopersicum] 



>gi_1143810 (U22441) 



Seq. No. 


304792 


Seq. ID 


qmh700026771.fl 


Method 


BLASTX 


NCBI GI 


g4539463 


BLAST score 


194 


E. value 


4.0e-15 


Match length 


94 


% identity 


50 


NCBI Description 


(AL049500) putative ; 


Seq. No. 


304793 


Seq. ID 


qmh700026786.fl 


Method 


BLASTX 


NCBI GI 


g3135251 


BLAST score 


227 


E value 


5.0e-19 


Match length 


90 


% identity 


50 


NCBI Description 


(AC003058) putative 



thaliana] >gi_3176719 (AC002392) 
[Arabidopsis thaliana] 



putative protein kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304794 

qmh700026878.fl 

BLASTX 

gll73071 

189 

1.0e-18 

63 
80 

60S ACIDIC RIBOSOMAL PROTEIN P2 {MINOR ALLERGEN ALT A 6) 

(ALT A VI) >gi__1085614_pir S43109 acidic ribosomal protein 

P2 - Alternaria alternata >gi_467617_emb_CAA55066_ (X78222) 
minor allergen, ribosomal protein [Alternaria alternata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



304795 

qmh700026905.fl 

BLASTX 

g2129703 

335 

2.0e-31 

110 

56 



43144 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
-Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



o • 

receptor kinase - Arabidopsis thaliana 

>gi_2129704_pir S71184 receptor kinase - Arabidopsis 

thaliana >gi_166692 (M80238) receptor kinase [Arabidopsis 

thaliana] >gi_445123_prf 1908429A receptor kinase 

[Arabidopsis thaliana] 

304796 

qmh700026913.fl 

BLASTX 

g4406766 

171 

3.0e-12 

72 

47 

(AC006836) putative flavonol sulfotransferase [Arabidopsis 
thaliana] 



304797 

qmh700026918.fl 

BLASTX 

g3184102 

190 

2.0e-14 

110 
36 

(AL023777) hypothetical protein 
304798 

qmh700026919.fl 

BLASTX 

g3763920 

224 

2.0e-18 

93 

46 

(AC004450) hypothetical protein 



[Schizosaccharomyces pombe] 



[Arabidopsis thaliana] 



304799 

qmh700026976.fl 

BLASTX 

gl402916 

221 

3.0e-18 

103 

44 

(X98319) peroxidase [Arabidopsis thaliana] 
>gi_1429217_emb_CAA67311_ (X98775) peroxidase ATP12a 
[Arabidopsis thaliana] 

304800 

qmh700027079.fl 

BLASTX 

g2827139 

266 

1.0e-23 
58 



43145 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_4049343_einb_CAA22568_ (AL034567) 
cellulose synthase catalytic subunit (RSW1) [Arabidopsis 
thaliana] 



304801 

qmh700027127.fl 

BLASTN 

g2773153 

35 

3.0e-10 

43 

95 

Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 



and stress-inducible protein 



304802 

qmh700027137.fl 

BLASTX 

g4314400 

269 

7.0e-24 

97 

51 

(AC006232) putative selenium-binding protein [Arabidopsis 
thaliana] 



304803 

qmh700027205.fl 

BLASTX 

gl00874 

290 

2.0e-34 

81 

99 

gene SN protein 
[Zea mays] 



maize >gi_2247 9_emb_CAA43115_ (X60706) SN 



304804 

qmh700027229.fl 

BLASTX 

g548770 

231 

2.0e-19 

52 

81 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj J3AA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

304805 

qmh700027266.fl 

BLASTX 

g4263713 

167 

6.0e-12 
72 



43146 



% identity 

NCBI Description 



49 

(AC006223) hypothetical protein [Arabidopsis thaliana] 





JUIOUO 


Seq. ID 


qmh700027288.fl 


Method 


BLASTN 




go4zUU Jo 


BLAST score 


lOO 


E value 


2.0e-88 


Ma ten lengtn 


OCT 


% identity 


73 


NCBI Description 


Zea mays gypsy/Ty3-type retrotransposon Tekay, co 




sequence 


Seq. No. 


304807 


Seq. ID 


qmh700027316.fl 


Method 


BLASTX 




go4 J44o 


BLAST score 


210 


E value 


5. Oe-17 


Match length 


86 


% identity 


49 


NCBI Description 


(U08104) PHOG [Penicillium chrysogenum] 


Seq. No. 


304808 


Seq. ID 


qmh700027322.fl 


Method 


BLASTN 


NCBI GI 


g473602 


BLAST score 


239 


E value 


1 . 0e-132 


Match length 


267 


% identity 


97 


NCBI Description 


Zea mays W-22 histone H2A mRNA, complete cds 


Seq. No. 


304809 


Seq. ID 


qmh700027375.fl 


Method 


BLASTX 


NCBI GI 


g4235644 


BLAST score 


193 


E value 


3. Oe-15 


Match length 


69 


% identity 


49 


NCBI Description 


(AF119040) polyprotein [Lycopersicon esculentum] 


Seq. No. 


304810 


Seq. ID 


qmh700027420.fl 


Method 


BLASTX 


NCBI GI 


g3860258 


BLAST score 


212 


E value 


2. Oe-17 


Match length 


75 


% identity 


51 


NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 


Seq. No. 


304811 


Seq. ID 


qmh700027460.fl 


Method 


BLASTX 



43147 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4185141 
156 

6.0e-ll 

43 

98 

(AC005724) putative calmodulin -binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304812 

qmh700027468.fl 

BLASTX 

g3420902 

268 

8.0e-24 

65 

71 

(AF081126) ER lumen protein retaining receptor [Drosophila 
melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304813 

qmh700027476.fl 

BLASTX 

gl00347 

169 

2.0e-12 

79 
47 

monosaccharide transport protein MST1 - common tobacco 
>gi_19885_emb_CAA47324_ (X66856) monosaccharid transporter 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304814 

qmh700027478.fl 

BLASTX 

g3522943 

320 

7.0e-30 

93 

58 

(AC004411) putative p-glycoprotein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304815 

qmh700027480.fl 

BLASTX 

g4539459 

219 

4.0e-18 

37 

92 

(AL049500) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



304816 

qmh700027485.fl 

BLASTX 

g4490330 

289 

3.0e-26 



43148 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 
66 

(AL035656) splicing factor-like protein [Arabidopsis 
thaliana] 

304817 

qmh700027542.fl 

BLASTN 

g2183248 

45 

3.0e-16 

85 
88 

Triticum aestivuiu glutathione-S-transf erase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. .ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



304818 

qmh700027574.fl 

BLASTX 

g2499488 

229 

1.0e-22 

78 

74 

PYROPHOSPHATE — FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 

(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 

(PPI-PFK) >gi_483547_emb_CAA83682_ (Z32849) 
pyrophosphate-dependent phosphof ructo kinase alpha subunit 

[Ricinus communis] 

304819 

qmh700027575.fl 

BLASTX 

g3170525 

268 

6.0e-24 

83 

57 

(AF054615) cellulase [Fragaria x ananassa] 
304820 

qmh700027606.fl 

BLASTX 

g3157926 

185 

4.0e-14 

72 
51 

(AC002131) Strong similarity to extensin-like protein 
gb_Z34465 from Zea mays. [Arabidopsis thaliana] 

304821 

qmh700027608.fl 

BLASTX 

g3024018 

332 



43149 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



2.0e-31 

65 

95 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 (AF034943) translation 
initiation factor 5A [Zea mays] 

304822 

qmh700027638.fl 

BLASTX 

g2147399 

193 

3.0e-15 

39 

100 

gene H3.2 protein - hamster (Cricetulus sp.) (fragment) 
>gi_554580 (M28265) H3.2 [Cricetulus sp.] 

304823 

qmh700027647.fl 

BLASTX 

g3914493 

342 

2.0e-32 

89 

72 

PHOSPHORIBOSYLAMINOIMIDAZOLE CARBOXYLASE CATALYTIC SUBUNIT 
(AIR CARBOXYLASE) (AIRC) >gi_3256711_dbj_BAA29394_ 
(AP000002) 177aa long hypothetical 

phosphoribosylaminoimidazole carboxylase catalytic subunit 
[Pyrococcus horikoshii] 



304824 

qmh700027662.fl 

BLASTX 

g3252807 

217 

8.0e-18 

93 
52 

(AC004705) hypothetical protein 



[Arabidopsis thaliana] 



304825 

qmh700027677.fl 

BLASTX 

g3785975 

164 

1.0e-ll 

74 
45 

(AC005560) hypothetical protein 
304826 

qmh700027690.fl 

BLASTX 

g4539386 



[Arabidopsis thaliana] 



43150 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



224 

1.0e-18 

67 
61 

(AL035526) extensin-like protein [Arabidopsis thaliana] 
304827 

qmh700027732.fl 

BLASTX 

g3695380 

202 

3.0e-16 

63 
57 

(AF096370) partial CDS; contains similarity to Nicotiana 
tabacum membrane-associated salt-inducible protein 
(GB:U08285) [Arabidopsis thaliana] 

304828 

qmh700027741.fl 

BLASTN 

g3822035 

94 

7.0e-46 

137 

92 

Zea mays endo-1, 3-1, 4-beta-D-glucanase mRNA, complete cds 
304829 

qmh700027767.fl 

BLASTX 

g2191146 

219 

5.0e-18 

95 

72 

(AF007269) MAP Kinase [Arabidopsis thaliana] 
304830 

qmh700027772.fl 

BLASTX 

g4567205 

261 

6.0e-23 

95 

57 

(AC007168) putative trehalose-6-phosphate phosphatase 
[Arabidopsis thaliana] 

304831 

qmh700027773.fl 

BLASTX 

g2253010 

254 

2.0e-24 

67 ' 
77 



43151 



NCBI Description (Y14199) MAP3K delta- 1 protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304832 

qmh700027774.fl 

BLASTX 

gl314711 

280 

2.0e-25 

62 

84 

(U54615) calcium-dependent protein kinase [Arabidopsis 
thaliana] >gi_3068712 (AF049236) calcium dependent protein 
kinase [Arabidopsis thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304833 

qmh700027802.fl 

BLASTX 

g3451474 

201 

7.Ge-16 

85 
48 

(AL03134 9) conserved hypothetical protein 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304834 

qmh700027805.fl 

BLASTX 

g2293566 

331 

3.0e-31 

72 

90 

(AF012896) ADP-ribosylation factor 1 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304835 

qmh700027865.fl 

BLASTN 

g22176 

47 

1.0e-17 

71 
92 

Z.mays P gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304836 

qmh700027889.fl 

BLASTN 

g3511235 

63 

3.0e-27 

173 

90 

Zea mays starch branching enzyme lib (ae) gene, complete 
cds 



43152 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304837 

qmh700027946.fl 

BLASTX 

g3335372 

232 

1.0e-19 

64 

64 

(AC003028) putative SRG1 protein [Arabidopsis thaliana] 
304838 

qmh700028003.fl 

BLASTX 

gll2971 

178 

3.0e-13 

61 

59 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAMINASE A) 
(GLUTAMATE OXALOACETATE TRANSAMINASE-!) 

>gi_625210_pir XNCHDC aspartate transaminase (EC 2.6.1. 

cytosolic - chicken >gi_63066_emb_CAA33646__ (X15636) 
aspartate aminotransferase (AA 1 - 412) [Gallus gallus] 



1), 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304839 

qmh700028070.fl 

BLASTX 

g3647233 

386 

1.0e-37 

88 
82 

(AF039748) 40S ribosomal protein S4 [Dictyostelium 
discoideum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304840 

qmh700028117.fl 

BLASTX 

g!805261 

333 

2.0e-31 

93 

70 

(U75347) fatty acid synthase, 
nidulans] 



alpha subunit [Emericella 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304841 

qmh700028135.fl 

BLASTX 

g2689720 

166 

7.0e-12 

75 

47 

(AF037168) DnaJ homologue [Arabidopsis thaliana] 



Seq. No. 



304842 



43153 



Seq. ID 

Method 

NCBI GI 

BLAST- score 

E value 

Match length 

% identity 

NCBI Description 



qmh700028139.fl 

BLASTX 

g4567227 

265 

2.0e-23 

61 

75 

(AC007119) putative transport protein [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



304843 

qmh700028166.fl 

BLASTX 

g4008156 

177 

4.0e-13 

44 
80 

(AB008845) NADH dependent Glutamate Synthase [Oryza sativa] 



304844 

qmh700028170.fl 

BLASTX 

g2842493 

365 

3.0e-35 

88 

76 

(AL021749) predicted protein 



[Arabidopsis thaliana] 



304845 

qmh700028186.fl 

BLASTX 

g!729839 

395 

1.0e-38 

89 

82 

TUBULIN ALPHA-1A CHAIN >gi_477047_pir A47707 alpha 

lA-tubulin - slime mold (Physarum polycephalum) >gi_161214 
(M98863) alpha tubulin [Physarum polycephalum] 



304846 

qmh700028211.fl 

BLASTX 

g3522945 

223 

2.0e-18 

89 

40 

(AC004411) putative cytochrome P450 



[Arabidopsis thaliana] 



304847 

qmh700028219.fl 

BLASTX 

gl657268 

311 



43154 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



7.0e-29 

91 
64 

(Y07701) aminopeptidase [Homo sapiens] 
304848 

qmh700028266.fl 

BLASTX 

g2815493 

187 

1.0e-14 

49 

65 

SERINE CARBOX Y PE PT I DAS E I PRECURSOR ( CARBOX YPE PT I DAS E 
(CP-MI) >gi_1731988_emb_CAA70816_ (Y09603) serine 
carboxypeptidase I, CP-MI [Hordeuia vulgare] 



304849 

qmh700028331.fl 
BLASTX 
g2 67442 
142 

5.0e-09 
79 
42 

HYPOTHETICAL 18.7 
(F160) >gi_147599 



KD PROTEIN IN RHLE-DING INTERGENIC REGION 
(L02123) YbiA [Escherichia coli] 
>gi_1787017 (AE000182) orf, hypothetical protein 
[Escherichia coli] >gi_4062356_dbj_BAA35458_ (D90716) 
Hypothetical 18.7 kd protein in rhlE-dinG/rarB intergenic 
region (F160) . [Escherichia coli] >gi_4062360_dbj__BAA354 64_ 
(D90717) Hypothetical 18.7 kd protein in rhlE-dinG/rarB 
intergenic region (F160) . [Escherichia coli] 

304850 

qmh700028339.fi 

BLASTX 

g2292907 

321 

5.0e-30 

90 

69 

(Y10099) P-glycoprotein homologue [Hordeum vulgare] 
304851 

qmh700028377.fl 

BLASTX 

g!297187 

175 

6.0e-13 

90 
47 

(U53501) similar to protein encoded by GenBank Accession 
Number U41815, nucleoporin 98 [Arabidopsis thaliana] 

304852 

qrah700028388.fl 



43155 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



BLASTX 

gl903357 

142 

5.0e-09 

75 

41 

(AC000104) Strong similarity to Arabidopsis 2A6 
(gb_X83096) . [Arabidopsis thaliana] 

304853 

qmh700028406.fl 

BLASTX 

g4417271 

194 

5.0e-16 

83 
54 

(AC007019) putative cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

304854 

qmh700028420.fl 

BLASTX 

g2435521 

170 

4.0e-12 

61 

51 

(AF024504) contains similarity to Nicotiana tabacum 
membrane-associated salt-inducible protein (GB:U08285) 
[Arabidopsis thaliana] 

304855 

qmh700028441.fl 

BLASTX 

g3047096 

174 

5.0e-13 

78 

53 

(AF058826) similar to eukaryotic protein kinase domains 
(Pfam: pkinase.hmm, score: 189.74) [Arabidopsis thaliana] 

304856 

qmh700028448.fl 

BLASTX 

g2367623 

271 

5.0e-24 

70 

74 

(AF016187) chaperone/heat shock protein [Emericella 
nidulans] 

304857 

qmh700028453.fl 
BLASTX 



43156 



41 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g267056 
165 

5.0e-12 

32 
100 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANSFERASE 1) 

>gi_100710_pir S25526 sucrose synthase (EC 2.4.1.13) - 

rice >gi_20374_emb_CAA7874 7_ (Z15028) sucrose synthase 
[Oryza sativa] 



Seq. No. 


304858 


Seq. ID 


- u ij.jlT.il. Trtnnoo /i /*/" j— -i 

qmh700028466 . f 1 


Metnod 


tit 71 ri rnv 

BLASTX 


NCBI GI 


g3941289 


BLAST score 


164 


E value 


1.0e-ll 


Match length 


57 


% identity 


49 


NCBI Description 


(AF018093) similarity to SCAMP37 [Pisum sativum] 


Seq. No. 


304859 


Seq. ID 


qmh700028469.fl 


Method 


BLASTX 


NCBI GI 


g2244866 


BLAST score 


182 


E value 


6.0e-14 


Match length 


58 


% identity 


62 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


304860 


Seq. ID 


qmh700028523.fl 


Method 


BLASTX 


NCBI GI 


g3551133 


BLAST score 


381 


E value 


5.0e-37 


Match length 


97 


% identity 


77 


NCBI Description 


(AB012045) Plasma membrane aquaporin (PAQ2) [Raphanus 




sativus] 


Seq. No. 


304861 


Seq. ID 


qmh700028533.fl 


Method 


BLASTX 


NCBI GI 


g556409 


BLAST score 


401 


E value 


2.0e-39 


Match length 


86 


% identity 


97 


NCBI Description 


(L34551) transcriptional activator protein [Oryza sat: 


Seq. No. 


304862 


Seq. ID 


qmh700028534.fl 


Method 


BLASTX 


NCBI GI 


g2281103 


BLAST score 


210 


E value 


5.0e-17 



43157 



Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 
56 

(AC002333) Glucan endo-1, 3-beta glucosidase isolog 
[Arabidopsis thaliana] 

304863 

qmh700028556.fl 

BLASTX 

g3157950 

164 

1.0e-ll 

58 

52 

(AC002131) Contains similarity to hypothetical protein 
C18bll.05 gb_Z50728 from S. pombe. EST gb_H7 6601 comes 
from this gene. [Arabidopsis thaliana] 

304864 

qmh700028562.fl 

BLASTX 

g3461836 

248 

2.0e-21 

74 

62 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927841 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304865 

qmh700028568.fl 

BLASTX 

g464365 

216 

1.0e-17 

60 
67 

PEROXIDASE P7 >gi_66306_pir_ 
- turnip 



OPNB7 peroxidase (EC 1.11.1.7) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



304866 

qmh700028591.fl 

BLASTX 

g2245378 

227 

5.0e-19 



56 

(U83245) 



auxin response factor 1 [Arabidopsis thaliana] 



304867 

qmh700028601.fl 

BLASTX 

g4587990 

146 

9.0e-10 
43 



43158 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

(AF085279) hypothetical protein [Arabidopsis thaliana] 
304868 

qmh700028614.fl 

BLASTX 

g4539009 

238 

2.0e-20 

82 

56 

(AL049481) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304869 

qmh700028629.fl 

BLASTN 

g809607 

127 

3.0e-65 

272 

82 

Z.mays zmc-II gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304870 

qmh700028693.fl 

BLASTX 

g462195 

371 

6.0e-36 

77 

91 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304871 

qmh700028733.fl 

BLASTX 

g3122914 

214 

7.0e-23 

68 

68 

VALYL-TRNA SYNTHETASE (VALINE — TRNA LIGASE) (VALRS) 
>gi_1890130 (U89986) valyl tRNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



304872 

qmh700028765.fl 

BLASTX 

g3702323 

255 

2.0e-22 

80 

64 



43159 



NCBI Description (AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304873 

qmh700028786.fl 

BLASTN 

g2642323 

65 

3.0e-28 

65 

100 

Zea mays profilin 



(PR04) mRNA, complete cds 



304874 

qmh700028808.fl 

BLASTX 

gl370162 

202 

5.0e-16 

64 

66 

(X97853) RAB1A [Lotus japonicus] 
304875 

qmh700028825.fl 

BLASTN 

g520543 

68 

5.0e-30 

96 

93 

Sorghum bicolor clone BADH1 betaine aldehyde dehydrogenase 
mRNA, partial cds 



Seq. No. 


304876 


Seq. ID 


qmh700028826.fl 


Method 


BLASTN 


NCBI GI 


g2911250 


BLAST score 


262 


E value 


1.0e-146 


Match length 


278 


% identity 


99 


NCBI Description 


Saccharomyces cerevisiae < 


Seq. No. 


304877 


Seq. ID 


qmh700028848.fl 


Method 


BLASTX 


NCBI GI 


gl587206 


BLAST score 


228 


E value 


4.0e-19 


Match length 


67 


% identity 


63 


NCBI Description 


T complex protein [Cucumii 


Seq. No. 


304878 


Seq. ID 


qmh700028879.fl 


Method 


BLASTN 


NCBI GI 


gl895083 



I left arm sequence 



43160 



BLAST score 


68 


E value 


2.0e-30 


Match length 




% identity 


Q. Q 
O O 


NCBI Description 


Zea mays golgi associated protein se-wap 




cds 


Seq. No. 


304879 


beq. ID 


qron /UUUzoyJo . f 1 


Method 


BLASTX 


NCBI GI 


g4455345 


BLAST score 


195 


E value 


1 . Ue-zo 


iyiai.cn j_encjLn 


OZ 


% identity 


76 


NCBI Description 


(AL035522) putative protein [Arabidopsis 


Seq. No. 


304880 


oeq. lu 


„u -7 n A A A O A C A -C 1 

qmn/UUUzy 9o4 . f 1 




OliiiO i A 


NCBI GI 


g3522943 


BLAST score 


392 


E value 


A A — TO 

2 . Oe-38 


Match length 


A A 

90 


% identity 


42 


NCBI Description 


(AC004411) putative p-glycoprotem [Arab: 


Seq. No. 


304881 


Seq. ID 


qmh700028985. f 1 


Method 


BLASTX 


NCBI GI 


g488573 


BLAST score 


395 


E value 


9. Oe-39 


Match length 


Q "3 
OJ 


% identity 


95 


NCBI Description 


(U094 63) histone H3.2 [Medicago sativa] 


Seq. No. 


304882 


Seq. ID 


qmh/00029016. f 1 


Method 


tjt 7\ C? rriVT 

BLAhiN 


NCBI GI 


g288611 


BLAST score 


73 


E value 


5 . 0e-33 


Match length 


1 AO 

lyy 


% identity 


85 


NLbi Description 


Z.mays PG gene for polygalacturonase 


Seq. No. 


304883 


Seq. ID 


qmh700029054 . f 1 


Method 


BLASTX 


KfpQT (IT 


gzuo j j / ft 


BLAST score 


247 


E value 


2.0e-21 


Match length 


68 


% identity 


74 


NCBI Description 


(U29095) serine-threonine protein kinase 



aestivum] 



43161 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304884 

qmh700029095.fl 

BLASTX 

g2244898 

247 

5.0e-25 

76 

74 

(297338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304885 

qmh700029113.fl 

BLASTX 

gl26772 

347 

4.0e-33 

84 

75 

MALATE SYNTHASE, GLYOXYSOMAL >gi__101858_pir S17774 malate 

synthase (EC 4.1.3.2) - Neurospora crassa 

>gi_2975_emb_CAA39994_ (X56672) malate synthase [Neurospora 
crassa] 



Seq. No. 


304886 


Seq. ID 


qmh700029134.fl 


Method 


BLASTN 


NCBI GI 


g435312 


BLAST score 


174 


E value 


3.0e-93 


Match length 


211 


% identity 


95 


NCBI Description 


Z.mays mRNA for beta-D-glucos 


Seq. No. 


304887 


Seq. ID 


qmh700029140.fl 


Method 


BLASTX 


NCBI GI 


g3522939 


BLAST score 


173 


E value 


1.0e-12 


Match length 


58 


% identity 


59 


NCBI Description 


(AC004411) putative squamosa-] 




[Arabidopsis thaliana] 


Seq. No. 


304888 


Seq. ID 


qmh700029141.fl 


Method 


BLASTX 


NCBI GI 


gl346810 


BLAST score 


281 


E value 


2.0e-25 


Match length 


86 


% identity 


69 



NCBI Description 



26S PROTEASE REGULATORY SUBUNIT 4 (P26S4) >gi_1066065 
(U39303) P26s4 [Drosophila melanogaster] 



43162 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304889 

qmh700029191.fl 

BLASTX 

g2191175 

247 

2.0e-21 

80 
62 

(AF007270) A_JEG002P16.24 gene product [Arabidopsis 
thai i ana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



304890 

qmh700029209.fl 

BLASTX 

g!171027 

276 

9.0e-25 

89 

57 

MALE STERILITY PROTEIN 2 >gi_421835_pir S33804 gene MS 2 

protein - Arabidopsis thaliana >gi_396835_emb_CAA52019_ 
(X73652) male sterility 2 (MS2) protein [Arabidopsis 

thaliana] >gi_448297_prf 1916413A male sterility 2 gene 

[Arabidopsis thaliana] 

304891 

qmh700029242.fl 

BLASTX 

g!13621 

228 

1.0e-20 

66 

85 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_295850_emb_CAA31366_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

304892 

qmh700029306.fl 

BLASTN 

g4416300 

94 

2.0e-45 

190 

87 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 

304893 

qmh700029336.fl 

BLASTN 

g454880 

54 

1.0e-21 



43163 



Match length 

% identity 

NCBI Description 



Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 
90 

Rice mRNA for WSI724 protein induced by water stress, 
complete cds 



304894 

qmh700029342.fl 

BLASTX 

g3551960 

303 

6.0e-28 

73 

77 

(AF082033) senescence-associated protein 15 
hybrid cultivar] 



[Hemerocallis 



304895 

qmh700029420.fl 

BLASTX 

g2496730 

222 

2.0e-18 

89 

51 

HYPOTHETICAL PROTEIN Y40U PRECURSOR >gi__2182565 (AE000089) 
Y4oU [Rhizobium sp. NGR234] 

304896 

qmh700029429.fl 

BLASTX 

g3540219 

215 

1.0e-17 

83 

57 

(D87686) KIAA0017 protein [Homo sapiens] 
304897 

qmh700029437.fl 

BLASTX 

g4056503 

162 

2.0e-ll 

36 
86 

(AC005896) unknown protein [Arabidopsis thaliana] 
304898 

qmh700029447.fl 

BLASTX 

gl363485 

152 

3.0e-10 

38 
82 

IAA3 protein - Arabidopsis thaliana >gi__972911 (U18406) 
IAA3 [Arabidopsis thaliana] >gi_1903369_gb_AAB7 0452_ 



43164 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC000104) Match to Arabidopsis IAA3 (gb_U18406) . EST 
gb_T04296 comes from this gene. [Arabidopsis thaliana] 

304899 

qmh700029448.fl 

BLASTX 

g2226329 

219 

4.0e-18 

65 

69 

(AF001634) physical impedance induced protein [Zea mays] 
304900 

qmh700029457.fl 

BLASTX 

gll70937 

155 

2.0e-10 

31 

97 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

304901 

qmh700029460.fl 

BLASTX 

g2191184 

314 

3.0e-29 

91 

67 

(AF007271) Similar to sodium/hydrogen exchanger; coded for 
by A. thaliana cDNA T75860 [Arabidopsis thaliana] 

304902 

qmh700029464.fl 

BLASTN 

g2920838 

48 

3.0e-18 

92 

88 

Oryza sativa fungal elicitor immediate early responsive 
(OS-FIERG2) mRNA, complete cds 

304903 

qmh700029473.fl 

BLASTX 

g!076678 

159 

2.0e-ll 

35 

94 

ubiquitin / ribosomal protein S27a - potato (fragment) 



43165 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304904 

qmh700029484.fl 

BLASTX 

g4204695 

322 

3.0e-30 

88 

62 

(AF117062) putative inositol polyphosphate 5- 
AtSPl [Arabidopsis thaliana] 



■phosphatase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304905 

qmh700029541.fl 

BLASTX 

g2492491 

353 

9.0e-38 

90 
92 

14-3-3 PROTEIN HOMOLOG (TH1433) >gi_ 
protein [Trichoderma harzianum] 



806859 (U24158) 14.3.3. 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



304906 

qmh700029554.fl 

BLASTN 

g4140643 



BLAST score 


53 


E value 


4.0e-21 


Match length 


57 


% identity 


98 


NCBI Description 


Zea mays cosmid II.2E10 22-kDa alpha zein gene 




complete sequence 


Seq. No. 


304907 


Seq. ID 


qmh700029575.fl 


Method 


BLASTX 


NCBI GI 


gl209711 


BLAST score 


302 


E value 


8.0e-28 


Match length 


88 


% identity 


61 


NCBI Description 


(U41293) unknown [Saccharomyces cerevisiae] 


Seq. No. 


304908 


Seq. ID 


qmh700029583.fl 


Method 


BLASTX 


NCBI GI 


g3023852 


BLAST score 


501 


E value 


4.0e-51 


Match length 


92 


% identity 


96 


NCBI Description 


GUANINE NUCLEOTIDE-BINDING PROTEIN BETA SUBUNIT 



PROTEIN (CROSS -PATHWAY CONTROL WD-REPEAT PROTEIN CPC-2) 

>gi_1362527_pir S57839 CPC2 protein - Neurospora crassa 

>gi_971566_emb_CAA57460_ (X81875) CPC2 protein [Neurospora 
crassa] 



43166 



Sea No 


304909 


Sea ID 


amh70002 9614 fl 


Method 


BLASTX 


NCBI GI 


gl621465 




204 


J— 1 V UX 


5 Oe-18 


i id i— on icily u-ii 




% idpnt *i i" v 


80 


1N\_/DJ_ L/KZ OtI 1 — LUi 1 




Sea No 


304910 


Seq. ID 


amh700029644 fl 


Method 


BLASTX 


NCBI GI 


g585661 


BLAST score 


176 


E value 


3.0e-26 


Match length 


67 


% identity 


93 


NCBI Description 


PEROXIDASE PRECURSOR >gi 287401 



peroxidase [Oryza sativa] 



(D14997) 



Seq. No. 


JLI4911 


Seq. ID 


qmn700029 657 . f 1 


Method 


BLASTN 


NCBI GI 


g22614 


BLAST score 


38 


E value 


4 . Oe-12 


Match length 


58 


% identity 


y± 


NCBI Description 


S.vulgare pepC gene for PEP carboxylase 


Seq. No. 


304912 


Seq. ID 


qmh700029726.fl 


Method 


BLASTX 


NCBI GI 


g3688602 


BLAST score 


186 


E value 


3.0e-14 


Match length 


57 


% identity 


63 


NCBI Description 


(AB009031) Oxidosqualene Cyclase [Panax 


Seq. No. 


304913 


Seq. ID 


qmh700029732.fl 


Method 


BLASTX 


NCBI GI 


g3790587 


BLAST score 


149 


E value 


7.0e-10 


Match length 


32 


% identity 


78 


NCBI Description 


(AF079182) RING-H2 finger protein RHF2a 




thaliana] 


Seq. No. 


304914 


Seq. ID 


qmh700029739.fl 


Method 


BLASTX 


NCBI GI 


g2702268 



[Arabidopsis 



43167 



0 • 



BLAST score 


194 


J-j V CJ.-L UC 




Mafph 1 0"nrr+"n 

I Id. L. Oil J_eiiy Ull 




Q- -i « 4» 4» * » 

•6 laenuiiy 






Ihluujujj] putative ceiiuiase LriraDiCLops x s inanaiiaj 


beq. 1NO. 




oetj:. xu 


rrmhil CidCiO <>1 A Q -Fl 
Cptlfl / VJUU£ y / ft y . J_X 


l iC L-IlvJ^J 


RT.A^TY 


LN\jD1 VJX 




BLAST score 


171 


E value 


2.0e-12 


Ti/T !a "f - /■"> V» i r> /-t -f - Vi 
IMduO-Il Xellytil 


c 7 


O 1UC11 LI L y 


•J rx 


in^jd± Description 


(AC003673) putative receptor Ser/Thr protein kinase 




f 2l a V*\ n rH /~st> o "i o "hhal i anal 
[fiiaJJlUUpblij ulld.XXa.naj 




OAytQI c 


DetJ. XD 


Amhinnn^Qic;! -Fl 


Mot Vi riH 
lit; l.ii\jvj. 


DlirtO 1 A. 


NCBI GI 


g3420050 


BLAST score 


147 


E value 


1 no-HQ 

i * ue—uy 


rial, cri ieny Lii 


A £ 


% identity 


3 / 


LNL^IDX UcbuXipulOn 


^/iuuu4Dt5Uj nypornetzxcax protein L^-^SDiciopsis tnananaj 


beg. lno. 


*3 Pi A Q1 T 


beg. xl> 


qmn /uuu^y/ /j.Ii 


IiC L.HUU 


DlinO 1 A. 


NCBI GI 


g2911073 


BLAST score 


190 


E value 


C Art 1 C 


Match length 


by 


% identity 


b4 


jnudi Description 


(AL021960) putatxve protein [Arabidopsis thaliana] 


beg. Mo. 


O A A A 1 O 

ou4 918 


oeq • xu 


gnxn / uuuzy / oo. 11 


lie L.iiU<J 


JDXirlo 1 A 


NCBI GT 




jji-irio i. otuic 


971 
^ / X 


E value 


4.0e-24 


Match length 


62 


^ luentiLy 


7 7 


jnudx Descript ion 


(ALUUoyboj btrong siinilarity to gi jjj /ooU FloPl/.o 




putative permease from Arabidopsis thaliana BAC 




gD_ACUU4 4bl. [Arabidopsis thaliana] 


Seq. No. 


J04919 


0<=y/T TH 


gjnn / uuuzy/oy.xi 


Mot" Vi oH 
lie L-iiUvJ. 


DlinO 1 A. 


NCBI GI 


g4581155 


BLAST score 


226 


E value 


7.0e-19 


Match length 


88 - 


% identity 


55 



43168 



NCBI Description 


(AP0069191 mitative rpppntnT" ki na^p f Ar^hn dnn^i tha 1 "i 


Gcarr Mo. 

OC^> Vi \J * 






rrmh70nfl9<}7Q9 fl 


LiC L. J. 1L/ Li. 


oxirio x ln 


NCBI GI 


g532622 


BLAST score 


98 


E value 


D • Uc *t o 


Ma i~ r*h 1 onrfhn 
licl l. xeny Lll 


X X _7 


^ xlzciixx uy 




LN V_,XJ X UCoLlipLiUII 


ZjccL iUciyo -LXpdoc \Li±n ) iLLr\LNr-i.^ L*L/LlLpXc L.C L*U.o 


C o rr "Mo 


jU*t -?ZX 


^prr TD 


rrmh70009QR4n fl 

LjlLU 1 / VUUi. JO "i U » XX 


11C L11UU 


LjXjr\0 1A 


NCBI GI 


g4522009 


BLAST score 


205 


Hi vai Lit; 


^ < Uc X D 


i 1 Ci L. L^ 1 1 XC11U Lli, 




T> XU.cllU.XL.y 




LN WXJ X L/C O L^X -Ljw 1 L. _L \Jil 


/ Zir^MO^O^Q \ nn Vn own y> y o+" oin r Zl y 2 *i Ha'h 0 *i 0 fVia 1 i ana 1 
\x\\^\J\J / UKj^p ) U.ilJs-llvjWll piuLclll LnxaJJluUpolb UllciX-Lcillcl J 


oecj • ino • 




O C L£ • _L Lf 


rrmh70nn9QR4ft -Fl 




RLA^TX 

LJ XJ£xiJ X x\ 


NCBI GI 


g3386611 


BLAST score 


282 


E value 


z • ue~zo 


l w iclUUll XcIlLjL.il 


0 ^ 


% identity 


0 / 


IN vDl UCO^X XLJ UXtJIl 


InuUU'iDDj/ UXUtilUWll pxUl-C-LIl [/ix aDiClOpSIS LnallallaJ 


ceq . LNO • 




qorr TO 






OXj^IO ia 


NCBI GI 


g2648032 


BLAST score 


396 


JZi V clX uc 


X , Uc jO 


Ua Loll XCilLJL.ll 






7 9 


tNODl UCO OX XLJ L-XLJii 


\.£iu UU XO / 4 ; aipna yiUCUSlUaSc L^OXanLlIll ULlDcx OSUITl J 


oeq. JNO . 


OU4yZ4 


Con TH 

OC^. XL/ 


rrmh7 nnn 9 QQHR -FT 

(411111 / uuuzyyuo ■ IX 


Mp - } - h nH 

1 1C CiiLJLJ. 


DXiriO X A. 


INLDJ. OX 




O l_lT"VO X ol/UIC 


O U X 


E value 


1.0e-27 


Match length 


66 


15 lUcIlLlty 




1NL-D X LlcoLlipLlUu 


/ 1 ; oxiuxxar to mgn axrxnxt-y pot^assiuiu transportex , 




HAK1 protein gb U22945 from Schwanniomyces occidentalis . 




[Arabidopsis thaliana] 


Seq. No. 


304925 


Seq. ID 


qmh700029923.fl 


Method 


BLASTX 



43169 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2108252 
231 

1.0e-19 

81 
28 

(Y10228) P-glycoprotein-2 [Arabidopsis thaliana] 
>gi_2108254_emb_CAA7127 6__ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4538 925_emb_CAB39661 . 1_ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 



beq. NO. 


jU4 yz 0 


oeq. ID 


qmn /uuuzyy^o. xi 




D.LHb I A 




rr^QAAAHA 


BLAST score 


481 


E value 


8.0e-49 


Match length 


yu 


% identity 


1UU 


NCBI Description 


(AF04 9853) serine/ 1. 




[Neurospora crassa] 


Seq. No. 


304927 


beg. iu 


qrtin /uuuzyy4 / . 1 1 


Method 


BLASTX 


NCBI GI 


g3402673 


BLAST score 


292 


E value 


o . Ue-^7 


Match length 


lb 


% identity 


72 


JNCoi Description 


(ACUU4by/) unknown ] 


Seq. No. 


304928 


beq. iu 


qmn /uuuzyyo4.ri 


LYier-noa 


olifib 1 A 


VfpDT PT 
LN V^O A. Ul 


goft \j£* xi i 


BLAST score 


251 


E value 


8.0e-22 


Match length 


93 


% identity 


57 


NCBI Description 


(AC004697) putative 


Seq. No. 


304929 


Seq. ID 


qmh700029973.fl 


Method 


BLASTN 


NCBI GI 


g473975 


BLAST score 


44 


E value 


4.0e-16 


Match length 


92 


% identity 


88 


NCBI Description 


Rice mRNA, partial ] 



b-5 gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



304930 

qmh700030071.fl 

BLASTX 

g730662 

317 

1.0e-29 



43170 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBIGI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



78 
77 

40S RIBOSOMAL PROTEIN S4 >gi_478316__pir JN0871 ribosomal 

protein S4 - fruit fly (Drosophila melanogaster ) 
>gi_440853_dbj_BAA03786_ (D16257) ribosomal protein S4 
[Drosophila melanogaster] 

304931 

qmh700030130.fl 

BLASTX 

g2462911 

168 

2.0e-12 

44 

66 

(Z83832) UDP-glucose: sterol glucosyltransf erase [Avena 
sativa] 

304932 

qmh700030142.fl 

BLASTX 

g626042 

158 

3.0e-ll 

30 

100 

beta-glucosidase, root meristem (EC 3.2.1.-) precursor - 
maize >gi_435313_emb_CAA52293_ (X74217) beta-glucosidase 
[Zea mays] 

304933 

qmh700030150.fl 

BLASTX 

gl076693 

231 

1.0e-19 

65 
69 

chitinase (EC 3.2.1.14) class I - European elder (fragment) 
>gi_603882_emb_CAA87072_ (Z46948) pathogenesis-related 
protein PR-3 type [Sambucus nigra] 

304934 

qmh700030222.fl 

BLASTN 

g2463566 

39 

1.0e-12 

79 

87 

Zea mays mRNA for squalene synthase, complete cds 
304935 

qmh700030226.fl 

BLASTX 

g2443329 

144 



43171 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



3.0e-09 

76 

42 

(D86122) Mei2-like protein [Arabidopsis thaliana] 
304936 

qmh700030266.fl 

BLASTX 

g730373 

273 

2.0e-24 

93 

51 

PROTEASOME 26 KD SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 
COMPLEX 26 KD SUBUNIT) >gi_392868 (U00790) proteasome 
subunit [Drosophila melanogaster] 

304937 

qmh700030267.fl 

BLASTN 

g22176 

47 

2.0e-17 

87 

45 



NCBI Description Z.mays P gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304938 

qmh700030280.fl 

BLASTX 

g4558665 

344 

9.0e-33 



69 

(AC007063) 



putative white protein [Arabidopsis thaliana] 



304939 

qmh700030290.fl 

BLASTX 

g3242783 

317 

1.0e-29 

88 
66 

(AF055354) respiratory burst oxidase protein B [Arabidopsis 
thaliana] 

304940 

qmh700030296.fl 

BLASTX 

g2642154 

252 

6.0e-22 

86 

56 

(AC003000) unknown protein [Arabidopsis thaliana] 



43172 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_3790595 (AF079186) RING-H2 finger protein RHC2a 
[Arabidopsis thaliana] 



304941 

qmh700030303.fl 

BLASTX 

g3355662 

258 

1.0e-22 

85 
58 

(AJ009693) ribosomal protein L9 



[Podocoryne carnea] 



304942 

qmh700030322.fl 

BLASTX 

g4006882 

145 

2.0e-09 

92 

42 

(Z99707) UDP-glucuronyltransf erase-like protein 
[Arabidopsis thaliana] 

304943 

qmh700030362.fl 

BLASTX 

g2673911 

172 

2.0e-12 

47 

77 

(AC002561) putative squamosa -promoter binding protein 
[Arabidopsis thaliana] 

304944 

qmh700030412.fl 

BLASTX 

g2065531 

211 

5.0e-25 

71 

64 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
304945 

qmh700030435.fl 

BLASTX 

g548771 

303 

5.0e-28 

87 

67 

60S RIBOSOMAL PROTEIN L3-2 >gi_101073_pir S25592 ribosomal 

protein L3 - fission yeast (Schizosaccharomyces pombe) 
>gi_5059_emb_CAA40901_ (X57734) ribpsomal protein L3 
[Schizosaccharomyces pombe] 



43173 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304946 

ojnh700030470.fl 

BLASTN 

g4512215 

42 

2.0e-14 

42 
100 

Zea mays ZmRRl mRNA for response regulator, 



complete cds 



304947 

qmh700030551.fl 

BLASTX 

gl079280 

317 

1.0e-29 

84 

69 

chaperonin containing TCP-1 complex gamma chain - African 
clawed frog >gi__7 9388 6_emb_CAA5 935 0_ (X84990) Cctg [Xenopus 
laevis] 



Seq. No. 


304948 


Seq. ID 


qmh700030596.fl 


Method 


BLASTX 


NCBI GI 


gll71429 


BLAST score 


160 


E value 


2.0e-ll 


Match length 


65 


% identity 


52 


NCBI Description 


(U44028) CKC [Arabidopsis thaliana] 


Seq. No. 


304949 


Seq. ID 


qmh700030618.fl 


Method 


BLASTX 


NCBI GI 


g3915112 


BLAST score 


317 


E value 


2.0e-29 


Match length 


97 


% identity 


65 


NCBI Description 


TRANS-CINNAMATE 4 -MONOOXYGENAS E (CINNAMIC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4 -HYDROXYLASE) (CA4H) (P450C4H) (CYTOCHROME P450 73) 
>gi_642954 (U19922) cinnamic acid 4-hydroxylase [Zinnia 
elegans] 



304950 

qmh700030651.fl 

BLASTN 

g577818 

112 

3.0e-56 

194 

91 

Z.mays gene for 



H2B histone (gH2B4) 



Seq. No. 



304951 



43174 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



qmh700030653.fl 

BLASTX 

gl20670 

372 

5.0e-36 

71 

100 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 

>gi_100879_pir S0687 9 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) C - maize 
>gi_295853_emb_CAA33620_ (X15596) GAPDH [Zea mays] 

304952 

qmh700030672.fl 

BLASTX 

gl33844 

358 

2.0e-34 

80 

84 

40S RIBOSOMAL PROTEIN S19 (S16) >gi_83720_pir JQ134 9 

ribosomal protein S19.e, cytosolic - Emericella nidulans 
>gi_168088 (M65259) ribosomal protein S16 [Emericella 
nidulans ] 

304953 

qmh700030687.fl 
BLASTX ' 
g3548802 
262 

4.0e-23 

87 

56 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb__AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

304954 

rvl700453729.hl 

BLASTX 

g4455198 

258 

1.0e-22 

60 

83 

(AL035440) putative protein [Arabidopsis thaliana] 
304955 

rvl700453768.hl 

BLASTX 

g2618699 

183 

4.0e-14 

62 

50 

(AC002510) unknown protein [Arabidopsis thaliana] 



43175 



Seq. No. 


oU4 yo 0 


beq. iu 


r*Tr1 7 0 04 9 9 hi 

rvi / uuftoooz^ • ni 


Method 


Dlifi.b 1 A 


NCBI GI 


g3894197 


BLAST score 


230 


E value 


i . ue~ i y 


Match lengtn 


oo 


% identity 


/ o 


NCBI Description 


^iiLuu joo^ j nypoL.neL.icai piocj 


fl _ XT _ 

Seq. No. 


Oft/ QC1 


beq. 1JJ 


rvi jjoZ4 ,ni 


Method 


Dlj/iD J. A 


INL^ox oJL 




BLAST score 


189 


E value 


8.0e-15 


Match length 


44 


% identity 


80 


NCBI Description 


ketol-acid reductoisomerase 



thaliana >gi_402552_ 



(EC 1. 
emb CAA49506 



1.1.86) 

(X69880) 



- Arabidopsis 
ketol-acid 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



reductoisomerase [Arabidopsis thaliana] 



304958 

rvl700453848.hl 

BLASTX 

g2498077 

222 

1.0e-18 

45 

100 

NUCLEOSIDE DIPHOSPHATE KINASE I (NDK I) (NDP KINASE I) 
(PP18) >gi_1777930 (U55019) nucleoside diphosphate kinase 
[Saccharum of ficinarum] 

304959 

rvl700454171.hl 

BLASTN 

g2665839 

81 

5.0e-38 

145 

89 

Zea mays putative histone deacetylase RPD3 mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



304960 

rvl700454174.hl 

BLASTX 

g4589961 

221 

3.0e-18 

66 
64 

(AC007169) unknown protein [Arabidopsis thaliana] 
304961 

rv!700454232.hl 



43176 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g3928097 

310 

1.0e-28 

92 
58 

(AC005770) 
thaliana] 



unknown protein, 5 T partial [Arabidopsis 



304962 

rvl700454293.hl 

BLASTX 

gl899060 

207 

5.0e-24 

61 

98 

(U79669) endosperm C-24 sterol methyltransf erase [Zea mays] 
304963 

rvl700454369.hl 

BLASTN 

g577824 

224 

1.0e-123 

248 

98 

Z.mays gene for H2B histone (gH2B3) 
304964 

rvl700454370.hl 

BLASTX 

g4512698 

443 

2.0e-44 

88 
88 

(AC006569) hypothetical protein [Arabidopsis thaliana] 



304965 

rvl700454476.hl 

BLASTN 

g577824 

241 

1.0e-133 

241 

100 

Z.mays gene for 
304966 

rvl700454511.hl 

BLASTN 

g4582786 

44 

6.0e-16 

60 

93 



H2B histone (gH2B3) 



43177 



NCBI Description Zea mays mRNA for adenosine kinase, putative 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304967 

rvl700454601, 
BLASTX 
g2130122 
153 

9.0e-21 

62 
89 

cyclin III - 
mays] 



hi 



maize >gi_516548 (U10076) cyclin IlIZm [Zea 



304968 

rvl700454665.hl 

BLASTX 

g2496730 

164 

6.0e-12 

60 

52 

HYPOTHETICAL PROTEIN Y40U PRECURSOR >gi_2182565 (AE000089) 
Y4oU [Rhizobium sp. NGR234] 

304969 

rvl700454694.hl 

BLASTX 

gl31772 

162 

1.0e-ll 

36 
92 

40S RIBOSOMAL PROTEIN S14 (CLONE MCH1) 

>gi_82723_pir A30097 ribosomal protein S14 

maize 



(clone MCH1) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304970 

rvl700454731.hl 

BLASTX 

g741983 

207 

6.0e-17 

43 
95 

sucrose synthase: 



ISOTYPE-2 [Zea mays] 



304971 

rvl700454781.hl 

BLASTX 

g3236240 

342 

2.0e-32 

74 

84 

(AC004684) unknown protein [Arabidopsis thaliana] 



Seq. No. 



304972 



43178 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



rvl700454915.hl 

BLASTX 

g2497953 

201 

3.0e-19 

57 

89 

MOLYBDOPTERIN BIOSYNTHESIS CNX1 PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX1) >gi_1263314 (L47323) 
molybdenum cofactor biosynthesis enzyme [Arabidopsis 
thaliana] >gi_44 69123_emb_CAB38312_ (AJ236870) molybdenum 
cofactor biosynthesis enzyme [Arabidopsis thaliana] 

304973 

rvl700454919.hl 

BLASTX 

g2702281 

192 

6.0e-15 

55 

67 

(AC003033) putative protein disulfide isomerase precursor 
[Arabidopsis thaliana] 

304974 

rvl700454950.hl 

BLASTX 

g4507033 

148 

5.0e-10 

28 

100 

solute carrier family 5 (sodium/glucose cotransporter) , 
member 2 >gi_400337_sp_P31639_SL52_HUMAN SODIUM/GLUCOSE 
COTRANSPORTER 2 (NA(+) /GLUCOSE COTRANSPORTER 2) (LOW 
AFFINITY SODIUM-GLUCOSE COTRANSPORTER) 

>gi_1082791_pir A56765 sodium-glucose cotransporter 

homolog - human >gi_338053 (M95549) sodium/glucose 
cotransporter-like protein [Homo sapiens] 

304975 

rvl700455027.hl 

BLASTX 

g4584525 

277 

5.0e-25 

76 

67 

(AL049607) protein phosphatase 2C-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



304976 

rvl700455104.hl 

BLASTX 

g!418767 

160 - 

4.0e-ll 



43179 



Match length 

% identity 

NCBI Description 

Seq. No. . - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 
42 

(X96698) D1075-like [Homo sapiens] 
304977 

rvl700455109.hl 

BLASTX 

g4584527 

141 

6.0e-09 

83 

41 

(AL04 9607) putative protein [Arabidopsis thaliana] 
304978 

rvl700455117.hl 

BLASTX 

g2463509 

162 

2.0e-ll 

37 
76 

(Y09541) pectate lyase [Zinnia elegans] 
304979 

rvl700455135.hl 

BLASTN 

g2226328 

114 

7.0e-58 

122 

98 

Zea mays physical impedance induced protein (IIG1) mRNA, 
complete cds 

304980 

rvl700455147.hl 

BLASTX 

gl351974 

270 

4.0e-24 

55 

100 

ADP-RIBOSYLATION FACTOR >gi_1076788_pir S49325 

ADP-ribosylation factor - maize >gi_1076789_pir S53486 

ADP-ribosylation factor - maize >gi_55668 6_emb__CAA56351_ 
(X80042) ADP-ribosylation factor [Zea mays] 

304981 

rvl700455150.hl 

BLASTX 

g3915733 

199 

5.0e-16 

44 
84 

HEP27 PROTEIN (PROTEIN D) 



43180 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304982 

rvl700455156.hl 

BLASTX 

gl708259 

152 

3.0e-10 

29 

100 

HIGH MOBILITY GROUP PROTEIN HMG2 (HMG-2) 

>gi_136314 6_pir S54774 high mobility group 2 protein - 

mouse >gi_609169_emb_CAA86727_ (Z46757) high mobility group 
2 protein [Mus musculus] 

304983 

rvl700455214.hl 

BLASTX 

g3687243 

232 

1.0e-19 

61 
75 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304984 

rvl700455473.hl 

BLASTN 

gl495424 

234 

1.0e-129 

258 

98 

H. sapiens mRNA 



for collagenase-3 protein 



304985 

rvl700455478.hl 

BLASTX 

g2245113 

211 

2.0e-26 

82 

83 

(Z97343) glycerol-3-phosphate permease homolog [Arabidopsis 
thaliana] 



Seq. No. 304986 

Seq. ID rvl700455534.hl 

Method BLASTX 

NCBI GI g2244772 

BLAST score 193 

E value 3.0e-15 

Match length 50 

% identity 74 

NCBI Description (Z97335) transport protein [Arabidopsis thaliana] 

Seq. No. 304987 



43181 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



rvl700455594.hl - 

BLASTN 

g577169 

217 

1.0e-119 

257 

61 

Human double-stranded RNA adenosine deaminase mRNA, 
complete cds 



304988 

rvl700455745.hl 

BLASTN 

gl68486 

74 

9.0e-34 

105 

95 

Maize glutathione S-transferase gene 



(GST-I), exon 1 



Seq. No. 
Seq. ID 



304989 

rvl700455903.hl 

BLASTX 

gll8104 

185 

2.0e-14 

43 

84 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408jpir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

304990 

rvl700455926.hl 

BLASTX 

g2062176 

207 

9.0e-17 

77 
58 

(AC001645) Myb-related transcription activator (MybStl) 
isolog [Arabidopsis thaliana] 

304991 

rvl700455927.hl 

BLASTX 

g4580455 

183 

5.0e-14 

50 
70 

(AC006081) unknown protein [Arabidopsis thaliana] 
304992 

rvl700455972.hl 



43182 



4§ 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll09830 

175 

3.0e-13 

66 

48 

(U41534) 



coded for by C. elegans cDNA CEESI42F; Similar to 



helicases of SNF2/RAD54 family. [Caenorhabditis elegans] 
304993 

rvl700455980.hl 

BLASTX 

g2492636 

188 

1.0e-14 

37 

97 

ACONITASE (ACONITATE HYDRATASE) (CITRATE HYDRO-LYASE) 

>gi_1084317_pir S49849 aconitate hydratase (EC 4.2.1.3) - 

muskmelon (fragment) >gi_599723_emb_CAA58047_ (X82840) 
aconitase [Cucumis melo] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



304994 

rvl700456045. 
BLASTX 
g2316016 
289 

2.0e-26 

74 

69 

(U92650) MRP- 



hl 



like ABC transporter [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



304995 

rvl700456056.hl 

BLASTN 

g4234849 

33 

4.0e-09 

49 

92 

Zea mays copia-like retrotransposon Sto-30, partial 
sequence 

304996 

rvl700456058.hl 

BLASTX 

g2245070 

357 

3.0e-34 

90 

76 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
304997 

rvl700456124.hl 

BLASTX 

g3236254 



43183 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



249 

1.0e-21 

72 
58 

(AC004684) unknown protein [Arabidopsis thaliana] 
304998 

rvl700456149.hl 

BLASTX 

g2224911 

245 

3.0e-21 

74 

69 

(U93048) somatic embryogenesis receptor-like kinase [Daucus 
carota] 

304999 

rvl700456175.hl 

BLASTN 

g3851000 

122 

2.0e-62 

133 

99 

Zea mays pyruvate dehydrogenase El beta subunit isoform 2 
mRNA, nuclear gene encoding mitochondrial protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305000 

rvl700456230.hl 

BLASTN 

gll84771 

66 

5.0e-29 

66 

100 

Zea mays glyceraldehyde-3-phosphate dehydrogenase GAPC2 
(gpc2) mRNA, complete cds 

305001 

rvl700456256.hl 

BLASTX 

g4557505 

181 

7.0e-16 

50 
90 

cytochrome b-245, alpha polypeptide 

>gi_115210_sp_P13498_C24A_HUMAN CYTOCHROME B-245 LIGHT 
CHAIN {P22 PHAGOCYTE B-CYTOCHROME) (NEUTROPHIL CYTOCHROME 
B, 22 KD POLYPEPTIDE) (P22-PHOX) (CYTOCHROME B(558) ALPHA 
CHAIN) (SUPEROXIDE-GENERATING NADPH OXIDASE LIGHT CHAIN 

SUBUNIT) >gi_88261_pir A28201 cytochrome b-245 alpha chain 

- human >gi_189106 (M21186) p22 phagocyte b-cytochrome 
[Homo sapiens] 



43184 
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NCBI GI 


g3747047 


BLAST score 


43 


E value 




Match length 


OO 


% identity 




NCBI Description 


Zea mays methionine synthase i 


beg* jno . 


JUOUU4 


o prT xn 

ocq* xJJ 


7004 Rfi^O^ hi 


Mo "H h /""i 


RT.A^TW 

D-LltIO X IN 


NCBI GI 


g4336204 


BLAST score 


68 


E value 


j . ue jU 


Ma t ch 1 engt h 


DO 


% identity 


1UU 


NCBI Description 


Zea mays cytochrome b5 reduct 


beq. No. 


OUOUUO 




r"-r1 7004^^49^ hi 

ivl /UU^OOfiZO • Ll± 




RT.A^TN 


NCRT GT 

Li w J_J X VJ J. 


a4416300 


BLAST score 


69 


E value 


1.0e-30 


Match length 


255 


% identity 


81 


NCBI Description 


Zea mays chromosome 4 22 kDa 



complete cds 



(NFR) mRNA, complete cds 



zein-associated intercluster 



region, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305006 

rvl700456470.hl 

BLASTX 

g4502169 

401 

2.0e-39 

87 

92 

UNKNOWN >gi_1314560 (U50939) amyloid precursor 
protein-binding protein 1 [Homo sapiens] >gi__3242733 
(AC004638) amyloid precursor protein-binding protein 1 
(APP-B1) [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 



305007 

rvl700456486.hl 
BLASTX 



43185 
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BLAST score 
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NCBI GI 


g643596 


BLAST score 


38 
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^ • ue 1^ 
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beq. jno. 




O orr Try 
otsq. ILf 


X.V1 / UUftOOOU-7 • III 


M(=i"r h oH 

1IC 1— 


RT.A9TN 


NCBI GI 


g414704 


BLAST score 


42 


Hi VdlUc 


1 • U 1 *4 


PudXOii IcilyCIl 


O D 




o o 


ln^oi uescnpLion 


u. Saciva iuKLNii. ior cyuocnroixie DD 


beq. wo. 


OVDVXZ 


beq. lu 


rvi / uu^jvjIj • m 


l v lc ullOtl 


RT ZiQTY 
OXJX-iQ x A 


NCBI GI 


a3461848 


BLAST score 


150 


E value 


6.0e-10 


Match length 


77 


% identity 


49 


NCBI Description 


(AC005315) putative ATPase [Arabidopsis thaliana] 



43186 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305013 

rvl700457067.hl 

BLASTN 

g22121 

66 

3.0e-29 

70 

99 

Maize alcohol dehydrogenase 1 gene (Adhl-IF) 
305014 

rv!700457089.hl 

BLASTX 

g4506695 

303 

5.0e-28 

81 

74 

ribosomal protein S19 >giJ730640_sp_P39019_RS19_HUMAN 40S 

RIBOSOMAL PROTEIN S19 >gi_2119097_pir 152692 ribosomal 

protein S19, cytosolic - human >gi_337733 (M81757) S19 
ribosomal protein [Homo sapiens] >gi_4210954 (AF092907) 
ribosomal protein S19; RPS19 [Homo sapiens] 

305015 

rvl700457118.hl 

BLASTX 

g2288999 

179 

8.0e-15 

62 

66 

(AC002335) electron transfer flavoprotein ubiquinone 
oxidoreductase isolog [Arabidopsis thaliana] 

305016 

rvl700457120.hl 

BLASTX 

g2995953 

188 

2.0e-14 

51 
67 

(AF053565) glutaredoxin I [Mesembryanthemum crystallinum] 
305017 

rvl700457125.hl 

BLASTX 

gll72836 

340 

3.0e-32 

66 

95 

GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_4 96272 (L16787) 
small ras-related protein [Nicotiana tabacum] 



43187 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305018 

rvl700457187.hl 

BLASTX 

g3023816 

277 

6.0e-25 

56 
95 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 
>gi_968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



Sea No 


305019 


Seq. ID 


rvl700457257.hl 


Method 


BLASTN 


MPDT (IT 




isixfio l score 


0 / 


E value 


^ . ue z r 




1 ?0 

-LOU 


% lQentiry 


1UU 


NCBI Description 


Z.mays mRNA for EPSP— synthase 




jUjUZU 


Sea ID 


rvl7004S7y ) RS hi 


Method 


BLASTX 


NCBI GI 


g3581828 


Dijiioi score 


OA Q 

Z4 y 


& value 


i . ue— zi 


Match length 


on 
y u 




O D 


NCBI Description 


vAuuuuyi/; u. volvulus cyciopn. 


oeq. JNO . 


jUOUZ 1 




r-wl 7004 S7^01 hi 

I VI / vUU / JUl • 111 


Method 


BLASTN 


NCBI GI 


g3420038 


BLAST score 


108 


E value 


5.0e-54 


Match length 


192 


% identity 


89 


NCBI Description 


Zea mays gypsy/Ty3-type retrot: 




sequence 


Seq. No. 


305022 


Seq. ID 


rvl700457346.hl 


Method 


BLASTX 


NCBI GI 


gl717744 


BLAST score 


163 


E value 


1.0e-ll 


Match length 


82 


% identity 


45 



4 [Onchocerca volvulus] 



NCBI Description 



TOPOISOMERASE 1-RELATED PROTEIN TRF4 

>gi_1077298_pir S51882 topoisomerase I-related protein 

TRF4 - yeast (Saccharomyces cerevisiae) 
>gi_663237_emb_CAA88145_ (Z48149) ORF [Saccharomyces 
cerevisiae] >gi_950226 (U31355) Trf4p [Saccharomyces 
cerevisiae] >gi 1419987 emb CAA99134 (Z74857) ORF YOLllSw 



43188 



[Saccharomyces cerevisiae] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305023 

rvl700457423.hl 

BLASTX 

gl20670 

338 

4.0e-32 

65 

98 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 

>gi_100879_pir S06879 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) C - maize 
>gi_295853_emb_CAA33620_ (X15596) GAPDH [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305024 

rvl700457544.hl 

BLASTX 

g4585871 

340 

3.0e-32 

85 

69 

(AC005850) Unknown protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305025 

rvl700457621.hl 

BLASTX 

g3421378 

172 

7.0e-13 

50 

70 

(AF080249) kinesin-like heavy chain [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305026 

rvl700457789.hl 

BLASTX 

gl66384 

174 

7.0e-13 

71 
54 

(M35867) histone H3 



(H3-1.1) [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305027 

rvl700457833.hl 

BLASTX 

gl084457 

188 

2.0e-14 

56 
70 

elongation factor 1-beta - Rice >gi_432368_dbj 
(D23674) elongation factor 



BAA04 903_ 
1 beta [Oryza sativa] 



Seq. No. 



305028 



43189 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



rvl700457857.hl 

BLASTX 

gl709970 

219 

3.0e-18 

57 

74 

60S RIBOSOMAL PROTEIN L10A 
305029 

rvl700457875.hl 

BLASTX 

g397396 

219 

3.0e-18 

87 
59 

(X66077) DNA-binding protein [Zea mays] 
305030 

rvl700457890.hl 

BLASTX 

g3738283 

263 

3.0e-23 

50 

86 

(AC005309) unknown protein [Arabidopsis thaliana] 
305031 

rvl700457930.hl 

BLASTX 

g3860277 

208 

8.0e-17 

63 

65 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 

305032 

rvl700458068.hl 

BLASTN 

g2921303 

44 

4.0e-16 

44 

100 

Zea mays herbicide safener binding protein (SBP1) mRNA, 
complete cds 

305033 

rvl700458196.hl 

BLASTX 

g3024122 

346 



43190 



E value 
Match length 
% identity 
NCBI Description 



4.0e-33 

81 

84 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOS YLTRANS FERASE 2) (ADOMET SYNTHETASE 2) >gi_1778821 
(U82833) S-adenosyl-L-methionine synthetase [Oryza sativa] 





JU JU Jl 


Seq. ID 


rvl700458208 hi 


1. It* UllWsJ. 


O J_tiriO X ^\ 


TdfRT (IT 




BLAST score 


184 


E value 


3. Oe-14 


Match length 


53 


% identity 


75 


NCBI Description 


(M10939) pro-ubiquitin [Homo sapiens] 


Seq. No. 


305035 


Seq. ID 


rvl700458216.hl 


Method 


BLASTN 


NCBI GI 


gl699161 


BLAST score 


149 


E value 


1.0e-78 


Match length 


161 


% identity 


98 


NCBI Description 


RP3: ETX1, ETXl=X-linked retintis pigment* 



candidate gene [human, 



(RP3) 

retina, Genomic/mRNA, 2221 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



305036 

rvl700458273.hl 

BLASTN 

g2286152 

124 

1.0e-63 

164 
94 

Zea mays cytoplasmic malate dehydrogenase inRNA, 
cds 



complete 



305037 

rvl700458337.hl 

BLASTX 

g4038044 

176 

4.0e-13 

80 

40 

(AC005936) unknown protein [Arabidopsis thaliana] 
>gi_4406788_gb_AAD20098_ (AC006532) unknown protein 
[Arabidopsis thaliana] 

305038 

rvl700458384.hl 

BLASTX 

g!29916 

301 

1.0e-27 



43191 



Match length 

% identity 

NCBI Description 



63 
97 

PHOS PHOGL YCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_ernb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 







Seg. ID 


-rvl IflOa^fUfiS hi 

I VI / UU1 JO'i UJ . Hi 


Lit? 111UU 


RT a^TY 

OixriiD J. A 




y *± £ o 


BLAST ^corp 


171 


E value 


1. 0e-12 


Match length 


48 


% identity 


60 


MpR T npc-rri i on 




OtttJ • ^O • 




Sea TD 


rvl 7004^8476 hi 


Ti/T/~t V* /-I 


DT AC TV 




g^ iioj / / 


JDJarlO 1 O l_*Ly _L 


91 


R T7"a lnp 


1 Op-I 7 


Ma t~ fht 1 oti ri"l~ 




% identity 
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NCBI Description 


(AC005967) unknown protein [Arabidopsis thaliana] 


beg. jno. 


oUoU4 1 


beg. iu 
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% identity 
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NCBI Description 


(U32644) immediate-early salicylate-induced 




g±ucosy±cransxerase LwicoLiana raoacumj 


oeg . jno . 


oUdU4z 




r*wl 7 004 ^ift £1 4 hi 


Method 
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golo4U 15 
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J—i Val Lie 
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M^t" phi 1 prirrfh 


87 


% identity 


36 


NCBI Description 


(AL023779) hypothetical protein [Schizosaccharomyces 


Seq. No. 


305043 


Seg, ID 


rvl700458616.hl 


Method 


BLASTN 


NCBI GI 


g22320 


BLAST score 


43 


E value 


1.0e-15 


Match length 


81 


% identity 


89 


NCBI Description 


Maize HI mRNA for HI histone 



43192 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305044 

rvl700458637.hl 

BLASTN 

g4507584 

97 

1.0e-47 

121 
95 

Homo sapiens tumor necrosis factor receptor superfamily, 
member 6b, decoy (TNFRSF6B) mRNA, and translated products 
>gi_4106877__gb__AF104419_AF104419 Homo sapiens decoy 
receptor 3 (DcR3) mRNA, complete cds 



Seq. No. 


305045 


Seq. ID 


rvl700458657.hl 


Method 


BLASTN 


NCBI GI 


g3327067 


BLAST score 


218 


E value 


1.0e-119 


Match length 


255 


% identity 


96 


NCBI Description 


Homo sapiens mRNA for 


Seq. No. 


305046 


Seq. ID 


rvl700458670.hl 


Method 


BLASTN 


NCBI GI 


g2245648 


BLAST score 


122 


E value 


3.0e-62 


Match length 


170 


% identity 


85 


NCBI Description 


Zea mays discolored-1 




partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305047 

rvl700458829.hl 

BLASTX 

g3152568 

246 

3.0e-21 

83 

57 

(AC002986) Similar to hypothetical protein product 
gb_Z97337 from A. thaliana. EST gb_H76597 comes from this 
gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305048 

rvt700548360.hl 

BLASTN 

g2196671 

45 

3.0e-16 

45 

100 

Z.mays mRNA for HMG protein 



43193 
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rvt700548395.hl 


Method 


BLASTX 


NCBI GI 
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BLAST score 
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E value 
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BLASTX 


NCBI GI 


g3928142 


BLAST score 
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NCBI DescriDtion 
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rvt700548660 hi 
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Method 


BLASTN 


NCBI GI 


g2832242 


BLAST score 
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NCBI Descriotion 
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Method 


BLASTN 


NCBI GI 
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BLAST score 
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Seq. No. 


305054 


Seq. ID 


rvt700548710.hl 


Method 


BLASTX 


NCBI GI 


g3157941 


BLAST score 


334 



43194 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



1.0e-31 

91 

66 

(AC002131) Contains similarity to hypothetical protein 
gb_U95973 from A. thaliana. [Arabidopsis thaliana] 

305055 

rvt700548716.hl 

BLASTX 

g3292822 

153 

3.0e-10 

94 
40 

(AL031018) putative protein [Arabidopsis thaliana] 
305056 

rvt700548720.hl 
BLASTX 



NCBI GI 


g!23620 


BLAST score 


473 


E value 


C C\ ^ AO 


Match length 


yz 


% identity 


100 


NCBI Description 


HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224__pir : 




heat shock cognate protein 70 - tomato 




>gi_19258_emb_CAA37971_ (X54030) heat shock protein 




70 [Lycopersicon esculentum] 


Seq. No. 


305057 


Seq. ID 


rvt700548757.hl 


Method 


BLASTX 




gluu4o4 


BLAST score 


322 


E value 


3.0e-30 


Match length 


89 


% identity 


63 


NCBI Description 


hypothetical protein - garden snapdragon 


Seq. No. 


305058 


Seq. ID 


rvt700548796.hl 


Method 


BLASTX 


NCBI GI 


g2982289 


BLAST score 


340 


E value 


1.0e-40 


Match length 


89 


% identity 


90 


NCBI Description 


(AF051229) 60S ribosomal protein L17 [Picea mariana; 


Seq. No. 


305059 


Seq. ID 


rvt700548872.hl 


Method 


BLASTX 


NCBI GI 


gl362162 


BLAST score 


235 


E value 


6.0e-20 


Match length 


58 


% identity 


71 



S14950 



43195 



o 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



beta-glucosidase BGQ60 precursor - barley >gi__804 656 
(L41869) beta-glucosidase [Hordeum vulgare] 



305060 

rvt700549014.hl 

BLASTN 

gl68398 

191 

1.0e-103 

210 

98 

Zea mays auxin-binding protein (abp4) 
complete cds 



gene, exons 1-5 and 



305061 

rvt700549030.hl 

BLASTX 

g2109293 

188 

2.0e-14 

40 

82 

(U97568) serine/threonine protein kinase [Arabidopsis 
thaliana] 

305062 

rvt700549031.hl 

BLASTX 

g4263722 

456 

8.0e-46 

96 

89 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 
305063 

rvt700549056.hl 

BLASTN 

g3309177 

73 

6.0e-33 

201 

89 

Zea mays starch branching enzyme I 
cds 



(sbel) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305064 

rvt700549071.hl 

BLASTX 

g2497820 

341 

2.0e-32 

70 

91 

DNA REPLICATION LICENSING FACTOR MCM3 HOMOLOG (REPLICATION 

ORIGIN ACTIVATOR) (ROA PROTEIN) >gi_107 6823_pir S52247 

probable replication origin activator protein ROA - maize 



43196 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(fragment) >gi_609290_emb_CAA82556_ (Z29368) ROA protein 
[Zea mays] 

305065 

rvt700549171.hl 

BLASTX 

g4079800 

237 

3.0e-20 

47 

96 

(AF052503) S-phase-specif ic ribosomal protein [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305066 

rvt700549191.hl 

BLASTX 

g2613143 

254 

2.0e-22 

61 

87 

(AF030548) tubulin [Oryza sativa] 
305067 

rvt700549201.hl 

BLASTX 

g2760345 

392 

2.0e-38 

91 

26 

(U84 967) ubiquitin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305068 

rvt700549255.hl 

BLASTN 

g22324 

80 

3.0e-37 

144 

89 

Z.mays mRNA for H2B histone 



(clone CH2B221) 



.Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305069 

rvt700549267.hl 

BLASTX 

g4587615 

171 

2.0e-12 

73 
47 

(AC006951) putative acyl-CoA synthetase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



305070 - 

rvt700549270.hl 



43197 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
: NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4587584 

367 

2.0e-35 

80 
90 

(AC007232) 



unknown protein [Arabidopsis thaliana] 



305071 

rvt700549271.hl 

BLASTX 

g3025329 

226 

6.0e-19 

78 
59 

HYPOTHETICAL 25.4 KD PROTEIN F53F4 . 
>gi_3877534_emb_CAB01212 (Z77663) 



3 IN CHROMOSOME V 
Similarity to S.pombe 



hypothetical proteinSPAC4G9 , 01 
elegans] 



(TR:E223656) [Caenorhabditis 



305072 

rvt700549272.hl 

BLASTX 

g729230 

238 

2.0e-20 

60 

82 

CHROMOSOME SEGREGATION PROTEIN CUT3 >gi_JL07 6872_pir S51622 

cut3 protein - fission yeast (Schizosaccharomyces pombe) 
>gi_603501_dbj_BAA06454_ (D30788) cut3 protein 
[Schizosaccharomyces pombe] 

305073 

rvt700549277.hl 

BLASTX 

g4262148 

366 

2.0e-35 

84 

81 

(AC005275) predicted protein of unknown function 
[Arabidopsis thaliana] 

305074 

rvt700549286.hl 

BLASTN 

g2286152 

88 

3.0e-42 

132 

92 

Zea mays cytoplasmic malate dehydrogenase mRNA, complete 
cds 



Seq. No. 



305075 



43198 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



rvt700549337.hl 

BLASTX 

g4585972 

262 

4.0e-23 

87 

59 

(AC005287) Putative ATPase [Arabidopsis thaliana] 
305076 

rvt700549395.hl 

BLASTX 

g4646206 

224 

1.0e-18 

75 
55 

(AC007230) Contains similarity to gb_D13630 KIAA0005 gene 
from Homo sapiens. ESTs gb_T45345, gb_T21086, gb_R90360, 
gb_T20468, gb_T45191 and gb_AI100459 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305077 

rvt700549396.hl 

BLASTX 

g2317901 

367 

2.0e-35 

103 

68 

(U89959) Similar to vesicle transport protein, 
Accession Number A55931 [Arabidopsis thaliana] 



PIR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



305078 

rvt700549405.hl 

BLASTX 

g2245378 

309 

1.0e-28 

84 

70 

(U83245) auxin response factor 1 [Arabidopsis thaliana] 



305079 

rvt700549416.hl 

BLASTX 

gl071913 

378 

9.0e-37 

86 

85 

cysteine synthase (EC 4.2, 
- spinach >gi_1066153_dbj_ 



99.8) C precursor, 
BAA07177 (D37963) 



mitochondrial 
cysteine 



synthase [Spinacia oleracea] 
305080 

rvt700549473.hl 



43199 







WfRT (IT 




BLAST score 


194 


E value 


1.0e-19 


lxiatcn xeju.gL.xi 






ft9 


NCBI De script ion 


^iHiUjOOZO/ ceiiuiose syntnase iii^e piutein [ri±.diji\aupoX£> 




f hal "i anal 


oeq. LNO. 


jUDUO 1 


Oprf TP) 


J- V L- / \J\J-J t ±Z/ t ±JU • 111 


M<ai~ h nH 


TVF.A^TX 


NCBI GI 


g2052383 


BLAST score 


270 


E value 




L v lo i. Oil J-tsIiy L-Il 




^ i dene icy 


ft _1 
o 4 




fnfifi^4Sl r>al rati nil i n r ATflln "i Hod ^ "i *=; thslianal 


oeq. IMO . 


oric;nP9 
OUOUo... 


Oc^t 1U 


IVL./UUJ1-7JUX* u± 






NCBI GI 


gl834317 


BLAST score 


137 


TP tt^ 1 nrt 

H Value 


. ue u!3 


Match length 


JO 


% identity 


bo 


Nubi Description 


iiJo4_.U-_.4 ) uina topoi some rase 11 [DicryosTieiiui-i uiscoiaeuiiij 


beg. wo. 


Q A c no o 




17 VL / UL/jy jjIU .HI 


Method 


bliAoiA 


NCBI GI 


g4585972 


BLAST score 


156 


E value 


i . ue~iu 


Match length 


04 


% identity 


c c 
JO 


iNUJDi uesciiption 


/ 2\/^nnROQ'7 \ "Dt T+-__-(--iT7-__i STDaoci TZ-v.-'hiTH r\r\ o t o fhal i anal 
[nuUUj_-0 / j rUlaLlVc filxra.se LiiTaDiaopSlo tna.Xla.Ila. J 


beg. JNO. 




ocvj • J. u 


-rirt- 7nnS4QR1fi hi 






NCBI GI 


g3935138 


BLAST score 


252 


TP tt ^ 1 n /*\ 

Hj vaiue 


Ho— 99 

o • ue 


jxiatcn lengun 


R9 


% identity 


4 y 


M^T5 T Pi__i e *-*< v t r^+- -i /-m - * 

iNLvDl jjcocriptiou 


fZlPOnRin^ ^9 RKT9 n 9 r.ir'a'K-i H^t^o ■!<-; f-hal -i anal 


beg. No. 


jUjUoj 


beg. ijj 


rvc / uuo4i704y.ni 


lit? UllUU. 


OiinO ± /\. 


NCBI GI 


g3342800 


BLAST score 


254 


E value 


6.0e-29 


Match length 


92 


% identity 


80 



43200 



NCBI Description 



(AF061837) putative cytosolic 6-phosphogluconate 
dehydrogenase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
-Match length 
% identity 
NCBI Description 



305086 

rvt700549643.hl 

BLASTX 

g559713 

195 

4.0e-22 

70 

73 

(D38552) The hal539 protein is related to cyclophilin. 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305087 

rvt700549728.hl 

BLASTN 

gl617470 

96 

5.0e-47 

144 

92 

Z.diploperennis DNA for Grandel-4 retrotransposon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305088 

rvt700549736.hl 

BLASTX 

g3176714 

210 

3.0e-17 

49 

76 

(AC002392) putative tRNA-splicing endonuclease positive 
effector [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305089 

rvt700549787.hl 

BLASTX 

g2980789 

247 

2.0e-21 

91 

55 

(AL022197) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305090 

rvt700549792.hl 

BLASTX 

g4263831 

209 

6.0e-17 

88 
48 

(AC006067) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 



305091 



43201 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



rvt700549881.hl 

BLASTX 

g3878119 

152 

2.0e-10 

51 

53 

(Z49068) similar to GTP-binding protein; cDNA EST 
EMBL:M89111 comes from this gene; cDNA EST EMBL:D27709 
comes from this gene; cDNA EST EMBL: D27708 comes from this 
gene; cDNA EST EMBL:D73788 comes from this gene; cDNA EST 
yk353 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305092 

rvt700549892.hl 

BLASTX 

g3860277 

226 

7.0e-19 

68 
71 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi__4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 


305093 


oeq. iu 


r vi, / uuo4i?y±D .ni 


Method 


BLASTX 


NCBI GI 


g4204310 


BLAST score 


351 


E value 


2.0e-33 


Match length 


93 


% identity 


75 


NCBI Description 


(AC003027) lclj?rt_seq No 




[Arabidopsis thaliana] 


Seq. No. 


305094 


Seq. ID 


rvt700549925.hl 


Method 


BLASTX 


NCBI GI 


g3882239 


BLAST score 


146 


E value 


2.0e-09 


Match length 


57 


% identity 


49 


NCBI Description 


(AB018302) KIAA0759 prote. 


Seq. No. 


305095 


Seq. ID 


rvt700549990.hl 


Method 


BLASTX 


NCBI GI 


g2689631 


BLAST score 


252 


E value 


5.0e-22 


Match length 


52 


% identity 


90 


NCBI Description 


(AF022389) ADP-ribosylati< 


Seq. No. 


305096 



43202 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



rvt700550008.hl 

BLASTX 

gl350677 

165 

5.0e-12 

40 

82 

60S RIBOSOMAL PROTEIN L19 
305097 

rvt700550092.hl 

BLASTX 

gll71978 

245 

3.0e-21 

81 

59 

POLYADENYLATE -BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_einb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 

305098 

rvt700550155.hl 

BLASTX 

g4204309 

192 

3.0e-15 

63 
59 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

305099 

rvt700550176.hl 

BLASTX 

g399854 

168 

4.0e-12 

74 

58 

HISTONE H2B.2 >gi_283042_pir S28049 histone H2B - maize 

>gi_22325_emb_CAA4 0565_ (X57313) H2B histone [Zea mays] 

305100 

rvt700550177.hl 

BLASTX 

g2244865 

145 

2.0e-09 

77 

43 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
305101 

rvt700550237.hl 
BLASTX " J 



43203 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl491710 
220 

3.0e-18 

71 

56 

(X96506) alpha subunit; forms heterodimer with NC2 
alpha /Drl [Homo sapiens] 

305102 

rvt700550261.hl 

BLASTX 

g481477 

313 

4.0e-29 

63 

17 

ubiquitin precursor - rice >gi_416038_emb_CAA53665_ 
(X76064) polyubiquitin [Oryza sativa] >gi_1574944 (U37687) 
polyubiquitin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305103 

rvt700550275.hl 

BLASTX 

g2231702 

240 

1.0e-20 

61 
77 

(U92086) clathrin assembly protein AP19 homolog 
[Arabidopsis thaliana] >gi_3080409_emb_CAA18728 . 1_ 
(AL022604) clathrin assembly protein AP19 homolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305104 

rvt700550282.hl 

BLASTX 

g4206306 

273 

2.0e-24 

55 

91 

(AF049110) prpol [Zea mays] 
305105 

rvt700550301.hl 

BLASTX 

g2191144 

225 

9.0e-19 

90 
54 

(AF007269) A_IG002N01 . 24 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



305106 

rvt700550386.hl 
BLASTX 



43204 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2052383 
361 

9.0e-35 

69 

88 

(U66345) 



calreticulin [Arabidopsis thaliana] 



305107 

rvt700550434.hl 

BLASTX 

g3122853 

200 

7.0e-16 

68 

51 

WD-REPEAT PROTEIN SAZD >gi_10828 63__pir A49367 transducin 

homolog sazD - human >gi_414536 (U02609) transducin-like 
protein [Homo sapiens] 



305108 

rvt700550449.hl 

BLASTX 

g3482933 

161 

3.0e-ll 

46 

65 

(AC003970) Similar to cdc2 protein kinases 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length, 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



305109 

rvt700550457.hl 

BLASTN 

g2924653 

60 

3.0e-25 

189 

38 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDA7, complete sequence [Arabidopsis thaliana] 



PI clone: 



305110 

rvt700550509.hl 

BLASTX 

g3913426 

161 

1.0e-19 

71 
75 

S - ADENO S YLME T H I ON I NE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532048_emb_CAA69074_ (Y07766) 
S-adenosylmethionine decarboxylase [Oryza sativa] 

305111 

rvt700550520.hl 

BLASTX 

g4539"660 



43205 



BLAST score 


162 


Hj vaiue 




Match length 


O 0 


% identity 


a n 


NCBI Description 


/ ftt?n £ 1 9 Q 9 \ nnl xrnrnfai n f Qrirrrhnm hifTiloT*! 
trir u ox*£ o z j poxypxotcixi j_ oux y iiLiiiL uiuuiui j 


beq. No. 








rlcLllOQ 


D XltIO XzV 


NCBI GI 


g4490739 


BLAST score 


168 


iir vaiue 


ft . Uc XZ. 


Match length 


cc 
00 


% identity 


OO 


iNL-bi Description 


VHXjUOO/UOJ pUtaClvc piULcXU L"- 1 - cliJXLiVJ^oxo 


Seq. No. 


OU011 J 


beq. 11J 


rvt / uujjujuj • xix 




OXirlO X A 


NCBI GI 


g2149640 


BLAST score 


282 


E value 




Match length 


Q1 

yi 


^5 identity 


c o 


NCBI Description 


[U¥±jjD) HTgonaute pxrox-exii [_rix<iiJxu.upoxo 


Seq. No. 


oUolx4 


beq. id 


rvt, / Uuoouoo/. nx 


Metnoa 


DT 7\ C TV 






BLAST score 


323 


E value 


3.0e-30 


Match length 


94 


% identity 


94 


NCBI Description 


GLUC0SE-1-PH0SPHATE ADENYLYL TRANSFERASE 



PRECURSOR (ADP-GLUC0SE SYNTHASE) (ADP-GLUC0SE 
PYR0PH0SPH0RYLASE) (AGPASE S) ( ALPHA- D-GLUC0SE-1-PH0SPHATE 

ADENYL TRANSFERASE) >gi_107 6806_pir S49439 

glucose-l-phosphate adenylyltransf erase (EC 2.7.7.27) - 
maize >gi_558365_emb_CAA86227_ (Z38111) ADP-glucose 
pyrophosphorylase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305115 

rvt700550890.hl 

BLASTN 

g22103 

45 

3.0e-16 

125 

84 

Zea mays A2 gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



305116 

rvt700550936.hl 

BLASTX 

g2501102 

149 



43206 



E value 
p Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-10 

47 

62 

SYNTAXIN- RELATED PROTEIN KNOLLE >gi_1184165 (U39451) 
syntaxin-related [Arabidopsis thaliana] >gi_1184167 
(U39452) syntaxin-related [Arabidopsis thaliana] 
>gi_3063443 (AC003981) F22013.4 [Arabidopsis thaliana] 

>gi_1587182_prf 2206310A syntaxin-related protein 

[Arabidopsis thaliana] 

305117 

rvt700551021.hl 

BLASTX 

g3152581 

145 

2.0e-09 

38 

63 

(AC002986) Similar to E. coli sulfurtransf erase (rhodanese) 
gb_AE00338. ESTs gb_T03984, gb_T03983 and gb_W43228 come 
from this gene. [Arabidopsis thaliana] 

305118 

rvt700551035.hl 

BLASTX 

g4539452 

344 

1.0e-32 

93 

68 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



Seq. No. 


305119 


Seq. ID 


rvt700551251.hl 


Method 


BLASTN 


NCBI GI 


gl68492 


BLAST score 


52 


E value 


2.0e-20 


Match length 


52 


% identity 


100 


NCBI Description 


Corn his tone H3 (H3C3 


Seq. No. 


305120 


Seq. ID 


rvt700551261.hl 


Method 


BLASTX 


NCBI GI 


g2894534 


BLAST score 


328 


E value 


5.0e-31 


Match length 


64 


% identity 


95 


NCBI Description 


(AJ224327) aquaporin 


Seq. No. 


305121 


Seq. ID 


rvt700551269.hl 


Method 


BLASTX 


NCBI GI 


g3668086 



gene, complete cds 



43207 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150 

5.0e-10 

42 

64 

(AC004667) unknown protein [Arabidopsis thaliana] 
305122 

rvt700551304.hl 

BLASTX 

g4538903 

303 

6.0e-28 

63 

86 

(AL049482) putative protein [Arabidopsis thaliana] 
305123 

rvt700551311.hl 

BLASTX 

g4539665 

343 

1.0e-32 

83 
69 

(AF061282) polyprotein [Sorghum bicolor] 



305124 

rvt700551320.hl 

BLASTX 

g2160185 

386 

1.0e-37 

90 
76 

(AC000132) Similar to S. 
[Arabidopsis thaliana] 



pombe ISP4 (gb_D83992) 



Seq. No. 


305125 


Seq. ID 


rvt700551346.hl 


Method 


BLASTX 


NCBI GI 


g3935149 


BLAST score 


171 


E value 


1.0e-12 


Match length 


89 


% identity 


39 


NCBI Description 


(AC005106) T25N20.13 [Arabidopsis 


Seq. No. 


305126 


Seq. ID 


rvt700551357.hl 


Method 


BLASTX 


NCBI GI 


g2661179 


BLAST score 


333 


E value 


2.0e-31 


Match length 


88 


% identity 


70 


NCBI Description 


(U80984) AtZWIO [Arabidopsis thai. 



43208 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305127 

rvt700551387.hl 

BLASTN 

g507844 

44 

1.0e-15 

80 
89 

Zea mays A188 retrotransposon gag gene, 



complete cds 



305128 

rvt700551396.hl 

BLASTX 

g3548810 

230 

3.0e-22 

88 
57 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305129 

rvt700551414.hl 

BLASTX 

g3228517 

213 

2.0e-17 

74 

58 

(AF007788) ETTIN [Arabidopsis thaliana] 
305130 

rvt700551436.hl 

BLASTX 

g3702121 

298 

2.0e-27 

83 

67 

(AJ011681) retinoblastoma-related protein [Chenopodium 
rubrum] 



Seq. No. 305131 

Seq. ID rvt700551539.hl 

Method BLASTX 

NCBI GI g3738329 

BLAST score 242 

E value 5.0e-34 

Match length 89 

% identity 86 

NCBI Description (AC005170) unknown protein [Arabidopsis thaliana] 

Seq. No. 305132 

Seq. ID rvt700551555.hl 

Method BLASTN 

NCBI GI g2104907 

BLAST score 46 



43209 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI *GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-17 

74 

92 

Z.mays mRNA for potassium channel 



305133 

rvt700551689.hl 

BLASTN 

g4416300 

34 

9.0e-10 

58 

90 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



305134 

rvt700551725.hl 

BLASTX 

g4206197 

402 

2.0e-39 

92 

83 

(AF071527) putative pre-mRNA splicing factor [Arabidopsis 
thaliana] 

305135 

rvt700551730.hl 

BLASTX 

g4314358 

267 

1.0e-23 

71 

73 

(AC006340) putative kinesin heavy chain protein 
[Arabidopsis thaliana] 

305136 

rvt700551735.hl 

BLASTN 

g22484 

56 

4.0e-23 

56 

100 

Z.mays RNA for superoxide dismutase Sod4A 



305137 

rvt700551738.hl 

BLASTX 

g2342679 

225 

9.0e-19 

78 

53 

(AC000106) Similar to Vicia 



sativa ENBP1 (gb_X95995) 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
305138 

rvt700551761.hl 

BLASTX 

g2832661 

152 

2.0e-10 

69 
59 

(AL021710) pherophorin 
thaliana] 



- like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305139 

rvt700551779.hl 

BLASTX 

g3915826 

239 

2.0e-20 

58 

84 

60S RIBOSOMAL PROTEIN L5 
305140 

rvt700551783.hl 
BLASTX 

g4056502 " - 

221 

2.0e-18 

70 
63 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 
305141 

rvt700551785.hl 

BLASTX 

gll69528' 

259 

5.0e-26 

75 

91 

ENOLASE 2 (2-PHOSPHOGLYCERATE DEHYDRATASE 2) 
(2-PHOSPHO-D-GLYCERATE HYDRO -LYASE 2) >gi_602253 (U17973) 
enolase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



305142 

rvt700551802.hl 

BLASTX 

g2911072 

222 

2.0e-18 

70 

63 

(AL021960) putative protein [Arabidopsis thaliana] 
305143 

rvt700551852.hl 



43211 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g283051 

262 

4.0e-23 

72 

67 

RNA-directed DNA polymerase 
transposon ( fragment ) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



(EC 2.7.7.49) - maize 



305144 

rvt700551976.hl 

BLASTX 

gl431629 

354 

6.0e-34 

88 

69 

(X99348) pectinacetylesterase precursor [Vigna radiata] 
305145 

rvt700551979.hl 

BLASTX 

gl34598 

244 

5.0e-21 

47 

100 

SUPEROXIDE DISMUTASE-4AP (CU-ZN) 
305146 

rvt700552009.hl 

BLASTX 

gll5577 

297 

2.0e-41 

92 
98 

PHOSPHOENOLPYRUVATE CARBOXYLASE, HOUSEKEEPING ISOZYME 

( PEPCASE ) >gi_3 4853 6_pir S 28 614 phosphoenolpyruvat e 

carboxylase (EC 4.1.1.31) - sugarcane hybrid H32-8560 
>gi_169844 (M86661) phosphoenolpyruvate carboxylase 
[Saccharum sp. ] 

305147 

rvt700552018.hl 

BLASTN 

g609289 

59 

7.0e-25 

145 

93 

Z.mays cultivar (LG11) ROA mRNA for replication origin 
activator protein 

305148 

rvt700552033.hl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3868800 
278 

6.0e-25 

86 

62 

(AB013603) topoisomerase III beta [Mus musculus] 
305149 

rvt700552070.hl 

BLASTX 

g2583120 

156 

2.0e-13 

82 
51 

(AC002387) putative receptor-like protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305150 

rvt700552086.hl 

BLASTX 

g4056502 

175 

6.0e-21 

80 
67 

(AC005896) 40S ribosomal protein S5 



[Arabidopsis thaliana] 



305151 

rvt700552118.hl 

BLASTX 

g!076634 

251 

8.0e-22 

92 

51 

protein-serine/threonine kinase NPK15 - common tobacco 
>gi_50514 6_dbj__BAA06538_ (D31737) protein-serine/threonine 
kinase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



305152 

rvt700552168.hl 

BLASTX 

g2842485 

162 

2.0e-ll 

42 

67 

(AL021749) hypothetical protein [Arabidopsis thaliana] 
305153 

rvt700552188.hl 

BLASTX 

g3319355 

166 

7.0e-12 
45 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



73 

(AF077 407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 

305154 

rvt700552217.hl 

BLASTX 

g2497539 

138 

8.0e-09 

37 

81 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >gi_169703 
(M64736) ATP:pyruvate phosphotransferase [Ricinus communis] 

305155 

rvt700552236.hl 

BLASTX 

g3645898 

514 

1.0e-52 

95 

98 

(U68408) in-frame stop codon; possibly a post-transposxtion 
mutation [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305156 

rvt700552275.hl 

BLASTN 

gl617470 

94 

2.0e-45 

153 

14 

Z . diploperennis 



DNA for Grandel-4 retrotransposon 



305157 

rvt700552293.hl 

BLASTX 

g4038056 

153 

6.0e-19 

93 
53 

(AC005897) putative transposon [Arabidopsis thaliana] 
305158 

rvt700552318.hl 

BLASTX 

gl845197 

163 

2.0e-ll 

31 
100 

(Y08298) HMGc2 [Zea mays] 



Seq. No. 



305159 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



rvt700552369.hl 

BLASTX 

g3914899 

350 

2.0e-33 

67 

100 

40S RIBOSOMAL PROTEIN S4 >gi_2331301 (AF013487) ribosomal 
protein S4 type I [Zea mays] 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



305160 

rvt700552370.hl 

BLASTX 

g2129472 

252 

5.0e-22 

90 

62 

glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.12) 
precursor - Scotch pine >gi_1100225 (L32561) 
glyceraldehyde-3-phosphate dehydrogenase [Pinus sylvestris] 

305161 

rvt700552417.hl 

BLASTN 

g3694836 

158 

6.0e-84 

166 

99 

Zea mays centromeric retrotransposon-like repeat CentA, 
complete sequence 

305162 

rvt700552434.hl 

BLASTX 

gl363528 

164 

7.0e-12 

32 

94 

gag protein - maize >gi_507845 (U11059) gag gene product 
[Zea mays] 

305163 

rvt700552495.hl 

BLASTN 

g829147 

35 

2.0e-10 

39 

97 

Z.mays gene for cyclophilin 
305164 

rvt700552571.hl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4104931 
154 

9.0e-ll 

33 
85 

(AF042196) 



auxin response factor 8 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



305165 

rvt700552629.hl 

BLASTN 

g886739 

59 

6.0e-25 

150 

88 

Z.mays histone H4 gene 
305166 

rvt700552686.hl 

BLASTX 

g4506613 

165 

8.0e-12 

52 

69 

ribosomal protein L22 >gi_4 64628_sp_P35268_RL22_HUMAN 60S 
RIBOSOMAL PROTEIN L22 (EPSTEIN-BARR VIRUS SMALL RNA 
ASSOCIATED PROTEIN) (EBER ASSOCIATED PROTEIN) (EAP) 

(HEPARIN BINDING PROTEIN HBP15) >gi_542841_pir JC2120 

heparin-binding protein 15 - human >gi_31062_emb_CAA42007__ 
(X59357) Epstein-Barr virus small RNA associated protein 
[Homo sapiens] >gi_409070_dbj_BAA04545__ (D17652) HBpl5/L22 
[Homo sapiens] 

305167 

rvt700552687.hl 

BLASTX 

g629592 

204 

2.0e-16 

51 

75 

hypothetical protein - rape 
305168 

rvt700552725.hl 

BLASTX 

g2959712 

220 

1.0e-34 

89 

79 

(AF052206) cyclophilin 1 [Chlamydomonas reinhardtii] 
305169 

rvt700552790.hl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll8104 
332 

2.0e-31 

72 

90 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305170 

rvt700552817.hl 

BLASTN 

g4416300 

87 

1.0e-41 

135 

91 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



'305171 

rvt700552831.hl 

BLASTX 

g4008156 

152 

3.0e-10 

33 
85 

(AB008845) NADH dependent Glutamate Synthase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305172 

rvt700552839.hl 

BLASTN 

g4416300 

38 

4.0e-12 

80 

89 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



305173 

rvt700552840.hl 

BLASTX 

g553075 

278 

4.0e-25 

74 

74 

(L08591) alcohol dehydrogenase 1 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBT GI 



305174 

rvt700552843.hl 

BLASTN 

g3851000 
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BLAST score 185 

E value 1.0e-100 

Match length 189 

% identity - 99 i 

NCBI Description Zea mays pyruvate dehydrogenase El beta subunit isof orm 2 

mRNA, nuclear gene encoding mitochondrial protein, complete 

cds 

Seq. No. 305175 

Seq. ID rvt700552927.hl 

Method BLASTX 

NCBI GI g4138592 

BLAST score 222 

E value 2.0e-18 

Match length 69 

% identity 58 

NCBI Description (AJ005840) thioredoxin M [Triticum aestivum] 

Seq. No. 305176 

Seq. ID rvt700552941.hl 

Method BLASTX 

NCBI GI g2262105 

BLAST score 215 

E value 7.0e-18 

Match length . 61 

% identity 62 

NCBI Description (AC002343) unknown protein [Arabidopsis thaliana] 

Seq. No. 305177 

Seq. ID rvt700552946.hl 

Method BLASTX 

NCBI GI g3831440 

BLAST score 269 

E value 6.0e-26 

Match length 90 

% identity 57 

NCBI Description (AC005819) putative cytochrome P450 [Arabidopsis thalxana] 
>gi_4415946_gb_AAD20176_ (AC006418) putative cytochrome 
P450~ [Arabidopsis thaliana] 



Seq. No. 305178 

Seq. ID rvt700553055.hl 

Method BLASTX , 

NCBI GI" "g21?6672 ■ 

BLAST score 378 

E value 1.0e-36 

Match length 74 

% identity 97 

NCBI Description (Y08807) HMGdl [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



305179 

rvt700553067.hl 

BLASTX 

g516554 

221 

1.0e-18 

49 " 
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% identity 90 

NCBI Description (U10079) cyclin IaZm [Zea mays] 

Seq. No. 305180 

Seq. ID rvt700553155.hl 

Method BLASTX 

NCBI GI gl532168 

BLAST score 218 

E value 3.0e-18 

Match length 59 

% identity 69 

NCBI Description (U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
thaliana] 

305181 

rvt700553163.hl 
BLASTN 
g3132824 
39 

6.0e-13 

39 
100 

Zea mays putative cytosine-5 DNA methyltransf erase { ZMET1 ) 
gene, complete cds 



Seq. No. 305182 

Seq. ID rvt700553171.hl 

Method BLASTX 

NCBI GI g3764029 

BLAST score 141 

E value 2.0e-14 

Match length 64 

% identity 58 

NCBI Description (AB001995) Tellp [Schizosaccharomyces pombe] 

Seq. No. 305183 

Seq. ID rvt700553173.hl 

Method BLASTX 

NCBI GI g3080374 

BLAST score 143 
: E value ' 3.0e-09 

Match length 84 

% identity 28 

NCBI Description (AL022580) putative protein [Arabidopsis thaliana] 

Seq. No. 305184 

Seq. ID rvt700553229.hl 

Method BLASTX 

NCBI GI g2894534 

BLAST score 403 

E value 1.0e-39 

Match length 77 

%, identity 99 , 

NCBI Description. (AJ224327) aquaporin [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305185 

rvt700553309.hl 

BLASTX 

g3122914 

245 

2.0e-21 

51 

90 

VALYL-TRNA SYNTHETASE (VALINE — TRNA LIGASE) (VALRS) 
>gi_1890130 (089986) valyl tRNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 


305186 


Seq. ID 


rvt700553328.hl 




OJ_lflO X i\ 




gzo / -j^7±,*± 


dLiAoi score 


X / J 


T tral no 
Zi VdlUc 


1 Oa-1 ? 

J. • U C J.<£ 


Matcn xengun 




% identity 


00 


TvT O T n ^ e* /~< "v* i t-\ +■ t /~\ ■»"» 

jnuoj. uesciriptiuii 


\ UUZ, JUl } IiypULllC LJ.\^aJ. ^XULCXU 


Seq. No. 


305187 


Seq. ID 


rvt700553367.hl 


Method 


JDlxtiO 1 JN 


NCBI GI 


gouuoo4 


BLAST score 


/ z 


E value 


x • ue — oz 


Ma t cn l engt n 


1 Jo 


% identity 


o ri 


nldx jjescrxprxon 


jyiaize uissocidciun cxtsiueiiL j^LNri 


beq. no. 




Seq. ID 


rvt700553369.hl 


Method 


BLASTX 


NCBI GI 


gizxyyz 


BLAST score 


I/O 


E value 


4 . Oe-13 


Match length 


35 


% identity 


97 


NCBI Description 


HI STONE H2A.2.2 


Seq. No. 


305189 


Seq. ID 


rvt700553380.hl 


Method 


BLASTX 


NCBI GI 


g2384671 


BLAST score 


324 


E value 


2.0e-30 


Match length 


77 


% identity 


81 


NCBI Description 


(AF012657) putative potassium t 




[Arabidopsis thaliana] 


Seq. No. 


305190 


Seq. ID 


rvt700553383.hl 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3327389 
143 

3.0e-09 

35 

83 

(AC004483) putative DNA replication licensing factor, mcm5 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
..Match length 
% identity 



305191 

rvt700553419.hl 

BLASTX 

g4539660 

362 

9.0e-35 

97 
72 

(AF061282) polyprotein [Sorghum bicolor] 
305192 

rvt700553434.hl 

BLASTX 

g4587599 

273 

1.0e-30 

89 
78 

(AC006951) hypothetical protein [Arabidopsis thaliana] 
305193 

rvt700553455.hl 

BLASTN 

g22245 

40 

3.0e-13 

132 
83 

Zea mays DNA for cin4 element (showing homology to reverse 
transcriptase) 

305194 

rvt700553466.hl 

BLASTN 

gl707641 

78 

3.0e-36 

102 

94 

O.sativa mRNA for leucine rich repeat receptor-like kinase 
305195 

sem700930108.hl 

BLASTX 

g2104313 

188 

2.0e-14 

77 
' 51 
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NCBI -description (Z95388) hypothetical protein Rv2165c [Mycobacterium 
tuberculosis] 

305196 

sem700930139.hl 
BLASTX 
g2654192 
235 

5.0e-20 
85 
58 

(AF035177) GTP-binding protein [Oncorhynchus tshawytsna] 

Seq. No. 305197 

Seq. ID sem700930156.hl 

Method BLASTX 

NCBI GI g2194123 

BLAST score 175 

E value 6.0e-13 

Match length 48 

% identity 71 . 

NCBI Description (AC002062) Similar to Secale chloroplast ribosomal protein 
L12 (gbjSCLl21A) . EST gb_H36579 comes from this gene. 
[Arabidopsis thaliana] 

305198 

sem700930201.hl 
BLASTX 
g464524 
245 

4.0e-21 

58 
83 

RAS -RELATED PROTEIN RAB-1A >gi_345404_pir S32206 RAB1 

protein - great pond snail >gi_4 81217_pir S38339 rabl 

protein - great pond snail >gi_288934_emb_CAA51233_ 
(X72688) RAB1 [Lymnaea stagnalis] 

Seq. No. 305199 

Seq. ID sem700930240.hl 

Method BLASTN 

NCBI GI g2292903 

BLAST score 135 

E value 3.0e-70 

Match length 170 

% identity 96 

NCBI Description H. sapiens GalNAc-Tl gene, 3 T UTR 

Seq. No. 305200 

Seq. ID sem700930246.hl 

Method BLASTX 

NCBI GI g3242709 

BLAST score 149 

E value 2.0e-10 

Match length 61 

% identity 64 < 
NCBI Description (AC003040) putative guanine nucleotide-bindmg protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305201 

szl700184945.hl 

BLASTX 

g531389 

158 

4.0e-13 

58 

66 

(U12626) copia-like retrotransposon Hopscotch polyprotein 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305202 

tbg700930477.hl 

BLASTX 

g4309759 

276 

7.0e-25 

82 

71 

(AC006217) unknown protein with Src homology 3 
profile (PDOC50002) [Arabidopsis thaliana] 



(SH3) domain 



Seq. No. 


305203 


Seq. ID 


tfd700569115.hl 


Method 


BLASTX 


NCBI GI 


g2160170 


BLAST score 


313 


E value 


4.0e-29 


Match length 


90 


% identity 


72 


NCBI Description 


(AC000132) No definition line 


Seq. No. 


305204 


Seq. ID 


tfd700569125.hl 


Method 


BLASTN 


NCBI GI 


g257040 


BLAST score 


157 


E value 


4.0e-83 


Match length 


278 


% identity 


20 


NCBI Description 


hydroxyproline-rich glycoprot« 


Seq. No. 


305205 


Seq. ID 


tfd700569133.hl 


Method 


BLASTX 


NCBI GI 


g4115534 


BLAST score 


155 


E value 


7.0e-ll 


Match length 


43 


% identity 


60 



NCBI Description 



(AB012114) 
mungo] 



UDP-glycose:flavonoid glycosyltransf erase [Vigna 



Seq. No. 
Seq. ID 



305206 

tfd700569138.hl 
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Method 

N£BI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3687224 

223 

l.Ge-18 

63 

71 

(AC005169) putative N-acetyl-gamma-glutamyl -phosphate 
reductase [Arabidopsis thaliana] 

305207 

tfd700569151.hl 

BLASTX 

gl22022 

297 

3.0e-27 

69 

90 

HISTONE H2B >gi_283025jpir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 

305208 

tfd700569152.hl 

BLASTX 

g2316016 

323 

~3.0e-30 
93 
70 

(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 
305209 

tfd700569274.h2 

BLASTX 

gll70619 

155 

8.0e-21 

76 

75 

KINES IN-LIKE PROTEIN A >gi_479594_pir S34830 

kinesin-related protein katA - Arabidopsis thaliana 
>gi_303502_dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2911084_emb_CAA17546.1_ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 



Seq. No. 305210 

Seq. ID tfd700569304.hl 

Method BLASTX 

NCBI GI g514324 

BLAST score 302 

E value 7.0e-28 

Match length 85 

% identity 72 

NCBI Description (L34773) RNA polymerase subunit [Arabidopsis thaliana] 

>gi 2462755 (AC002292) - RNA polymerase subunit (isoform B) 
[Arabidopsis thaliana] >gi_1586550_prf_2204 246B RNA 
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polymerase [Arabidopsis thaliana] 



Seq. No. 305211 

Seq. ID tfd700569444.h2 

Method BLASTX 

NCBI GI gl256259 

BLAST score 142 

E value 3.0e-09 

Match length 33 

% identity 79 

NCBI Description (U50900) voltage-dependent anion channel protexn [Spxnacia 
oleracea] 

Seq. No. 305212 

Seq. ID tfd700569445.h2 

Method BLASTX 

NCBI GI g3860272 

BLAST score 293 

E value 7.0e-27 

Match length 68 

% identity 79 

NCBI Description (AC005824) putative suppressor protein [Arabidopsis 

' ' thaliana] >gi__4314399_gb_AAD15609_ (AC006232) putative skdl 
protein [Arabidopsis thaliana] 

Seq. No. 305213 

Seq. ID tfd700569460.h2 

Method BLASTX 

NCBI GI g3281853 

BLAST score 176 

E value 3.0e-13 

Match length 44 

% identity 77 

NCBI Description (AL031004) putative protein [Arabidopsis thaliana] 

Seq. No. 305214 

Seq. ID tfd700569478.h2 

Method BLASTN 

NCBI GI g4416300 

BLAST score 193 

E value 1.0e-104 

Match length 234 

% identity 95 

NCBI Description Zea mays chromosome 4 22 M)a zein-associated intercluster 
region, complete sequence 

Seq. No. 305215 

Seq. ID tfd700569481.h2 

Method BLASTX 

NCBI GI g4455356 

BLAST score 325 

E value 1.0e-30 

Match length 78 

% identity 77 

NCBI Description (AL035524) putative protein [Arabidopsis thaliana] 
Seq. No. 305216 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



tfd700569585.hl 

BLASTN 

gl262139 

207 

1.0e-113 

324 

99 

S.cerevisiae 130kb DNA fragment from chromosome XV 



305217 

tfd700569850.hl 

BLASTX 

g4107276 

332 

4.0e-31 

112 
58 

(X98506) acetyl-CoA synthetase 



[Solanum tuberosum] 



305218 

tfd700569943.hl 

BLASTN 

g3449327 

33 

2.0e-09 

69 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCA23, complete sequence [Arabidopsis thaliana] 



PI clone: 1 



305219 

tfd700569967.hl 

BLASTX 

g!352081 

256 

1.0e-22 

60 4*- 
77 

BETA-GLUCOS I DASE , CHLOROPLAST PRECURSOR (GENTIOBIASE) 
(CELLOBIASE) (BETA-D-GLUCOSIDE GLUCOHYDROLASE) >gi_799377 
(U25157) beta-D-glucosidase [Zea mays] >gi_1399390 (U44773) 
beta-D-glucosidase [Zea mays] >gi_4096602 (U33816) 
beta-D-glucosidase [Zea mays] 

305220 

tfd700570071.hl 

BLASTX 

g567121 

244 

3.0e-21 

57 

88 

(M34024) immunoglobulin heavy chain [Homo sapiens] 
305221 

tfd700570091.hl 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3970933 
102 

2.0e-50 

164 

92 

Homo sapiens chromosome 
[Homo sapiens] 



19, cosmid F6697, complete sequence 



305222 

tfd700570104.hl 

BLASTN 

gl3595 

46 

4.0e-17 

46 

100 

Yeast mitochondrial transfer RNA-Ile(gau) 
305223 

tfd700570125.hl 

BLASTX 

g2688830 

222 

2.0e-18 

62 

76 

(AF000952) putative sugar transporter [Prunus armeniaca] 
305224 

tfd700570129.hl 

BLASTX 

g478685 

162 

3.0e-16 

103 
60 

inter-alpha-trypsin inhibitor heavy chain HI precursor - 
human 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



305225 

tfd700570148.hl 

BLASTX 

g4406808 

184 

8.0e-14 

40 

90 

(AC006201) unknown protein [Arabidopsis thaliana] 
305226 

tfd700570183.hl 

BLASTX 

g4455323 

239 

3.0e-20 

105 

47 
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NCBI Description 



€1 



(AL035525) aminopeptidase-like protein [Arabidopsis 
thaliana] 



beq* JNO . 




Seq. ID 


tfd700570218.hl 


Method 


BLASTN 


XT/to T C 1 T 
iNb-Dl bl 




BLAST score 




E value 


y . ue—oy 


Match length 


-1 yl yl 

±4 4 


-s identity 


yy 


NCBI Description 


human BAb clone bcuz\ 




LilOIUO bcipXcIloj 


Seq. No. 


305228 


Seq. ID 


tfd700570278.hl 




RT BCTY 
DJbriO 1 A 


NL-bl bl 


goy.3310 / 


biiAbi score 


104 


E value 


l . ue — ll 


Match length 


z9 


% identity 


90 


NCBI Description 


/ i\r*c\ n r i n £ \ tormoo 91 
(AbUUOluoj IZOiNzU.zl 


Oft/* XT /-v 

oeq . jno . 




Seq. ID 


tfd700570445.hl 


Method 


BLASTX 


NCBI GI 


g4559380 


BLAST score 


159 


E value 


3.0e-15 


Match length 


88 


% identity 


52 


NCBI Description 


(AC006526) putative , 



complete sequence 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



Seq. No. 


305230 


Seq. ID 


tfd700570492.hl 


Method 


BLASTX 


NCBI GI 


g4063736 


BLAST score 


336 


E value 


1.0e-31 


Match length 


97 


% identity 


72 


NCBI Description 


(AC006258) cyclin 3a 


Seq. No. 


305231 


Seq. ID 


tfd700570538.hl 


Method 


BLASTX 


NCBI GI 


g82734 


BLAST score 


360 


E value 


2.0e-34 


Match length 


72 


% identity 


30 


NCBI Description 


ubiquitin precursor - 



ize (fragment) 
>gi_226763_prf 1604470A poly-ubiquitin [Zea mays] 



Seq. No. 



305232 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



tfd700570539.hl 
BLASTX *. 
g3746071 
225 

2.0e-20 

94 

54 

(AC0Q5311) putative GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305233 

tfd700570583.hl 

BLASTX 

gll9150 

307 

2.0e-28 

95 

73 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_82081_pir S10507 translation elongation factor eEF-1 

alpha chain - tomato >gi_19273_emb_CAA32618_ (X14449) EF 
1-alpha (AA 1-44 8) [Lycopersicon esculentum] 
>gi_295810_emb_CAA37212_ (X53043) elongation factor 1-alpha 
[Lycopersicon esculentum] 

305234 

tfd700570618.hl 

BLASTX 

g629839 

230 

2.0e-19 

43 

98 

beta-6 tubulin 
[Zea mays] 



maize >gi 416147 (L10633) beta-6 tubulin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305235 

tfd700570694.hl 

BLASTX 

g2149051 

285 

6.0e-26 

75 

73 

(U73810) small Ras-like GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305236 

tfd700570713.hl 

BLASTX 

g3702966 

324 

3.0e-37 

109 

76 

(AF079486) rac GTP binding protein Arac8 [Arabidopsis 
thaliana] 
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# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305237 

tfd700570736.hl 

BLASTX 

g3925233 

381 

7.0e-37 

92 

82 

(AF037034) putative peroxidase P7X 



[Zea mays] 



305238 

tfd700570751.hl 

BLASTX 

g2459446 

197 

2.0e-15 

91 

45 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305239 

tfd700570814.hl 

BLASTX 

gl332579 

144 

4.0e-22 

87 

9 

(X98063) polyubiquitin 



[Pinus sylvestris] 



305240 

tfd700570830.hl 

BLASTX 

gl34598 

232 

2.0e-19 

46 

93 

SUPEROXIDE DISMUTASE-4AP 



(CU-ZN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



305241 

tfd700570883.hl 

BLASTN 

g806807 

34 

3.0e-10 

62 

89 

Pisum sativum chaperonin precursor mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 

305242 

tfd700570915.hl 

BLASTN 

g4505120 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133 

7.0e-69 

"190 
94 

Homo sapiens methyl-CpG binding domain protein 4 (MBD4) 
mRNA, and translated products 

>gi_3800808__gb_AF072250_AF072250 Homo sapiens methyl-CpG 
binding protein MBD4 (MBD4) mRNA, complete cds 

305243 

tfd700570940.hl 

BLASTX 

g!11159 

167 

3.0e-12 

36 
81 

TPA-induced protein 11B - mouse 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305244 

tfd700570943.hl 

BLASTN 

g3820976 

42 

1.0e-14 

54 
94 

Human DNA sequence from clone 101G11 on chromosome 22ql2. 
Contains an AC02 (Mitochondrial Aconitate Hydratase 
(Aconitase, Citrate Hydro-Lyase, EC 4.2.1.3)) pseudogene, 
ESTs, STSs, GSSs and a putative CpG island, complet 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



305245 

tfd700570972.hl 

BLASTX 

gll84776 

152 

7.0e-19 

53 

91 

(U45857) cytosolic glyceroldehyde-3-phosphate dehydrogenase 
GAPC4 [Zea mays] 

305246 

tfd700571011.hl 

BLASTX 

g2465923 

174 

7.0e-13 

78 
47 

(AF024 648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

305247 

tfd700571046.hl 
BLASTX 
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NCBI GI g4079800 

BLAST score 390 

E value 6.0e-38 

Match length 81 

% identity 93 

NCBI Description (AF052503) S-phase-specif ic ribosomal protein [Oryza 
sativa] 

Seq. No. 305248 

Seq. ID tfd700571087.hl 

Method BLASTX 

NCBI GI g4512667 

BLAST score 218 

E value 1.0e-21 

Match length 79 

% identity 66 

NCBI Description (AC006931) putative MAP kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI' Description 



305249 

tfd700571161.hl 

BLASTX 

g4468984 

169 

5.0e-12 

52 

56 

(AL035605) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305250 

tfd700571163.hl 

BLASTX 

g3080416 

189 

2.0e-14 

92 

45 

(AL022604) UDP-galactose transporter-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305251 

tfd700571164.hl 

BLASTN 

g3309085 

37 

2.0e-ll 

65 

89 

Arabidopsis thaliana calcineurin B-like protein 3 (CBL3) 
mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



305252 

tfd700571220.hl 

BLASTN 

g902585 

40 

8.0e-14 

60 
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Zea mays clone MubG9 


C c \T/-\ 

oeq. in o • 






tfd700571240 hi 




RT.A^TX 

JD iiriu J. /i- 


NCBI GI 


g2997729 


BLAST score 


153 


Hi V a J- LJ.C; 


3. Oe-18 




74 




7? 




fAFflR4M*M ribosomal 

^ \j ^ *j j l / j l \y o o'illo. -J- 


On/-, 

oeq« jno • 




C Pr r TP) 


ffd700571249 hi 


Method 


BLASTN 


NCBI GI 


g4003386 


BLAST score 


211 


E value 


1.0e-115 


Match length 


250 


% identity 


96 


NCBI Description 


Homo sapiens genomic 



DNA of 8p21.3-p22 anti-oncogene of 
hepatocellular colorectal and non-small cell lung cancer 
segment 9/11 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305255 

tfd700571272.hl 

BLASTX 

g2190544 

427 

2.0e-42 

91 

90 

(AC001229) Similar to Saccharomyces hypothetical protein 
P9642.2 (gb_U40828). [Arabidopsis thaliana] 



Seq. No. 


305256 


Seq. ID 


tfd700571330.hl 


Method 


BLASTX 


NCBI GI 


g3892057 


BLAST score 


233 


E value 


1.0e-19 


Match length 


58 


% identity 


74 


NCBI Description 


(AC002330) hypothetical prote: 


Seq. No. 


305257 


Seq. ID 


tfd700571337.hl 


Method 


BLASTN 


NCBI GI 


g507844 


BLAST score 


89 


E value 


2.0e-42 


Match length 


297 


% identity 


86 


NCBI Description 


Zea mays A188 retrotransposon 


Seq. No. 


305258 
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9<=>rr Tn 

OCJ y • ±Lf 


tfd700571368 hi 


L it: L._ivJLi 


BLASTN 


NTPRT flT 
INL,.D1 ox 


y^?_jvu-_/u^ 


BLAST score 


107 


E value 


1.0e-53 


LYiaXCIl IfciliyLil 








ino.di Ucscripnon 


PTo-mo o a n "1 on c; oh Trcymc\<zrivnc* 1*7 r 1 1 on p> h PK" . 1 0fi4- E 11. COItVD 1 ©t 




oprrn^rtpp [Homo ssni pnsl 


0©q . NO . 


JU 


• J. u 


tfd700S71433 hi 


L v iC L11UL1 


RT.A^TX 

DUAO X Z\ 


NCBI GI 


g3643608 


BLAST score 


176 


E value 


0 * vc 1J 


ft/ a -}- o Vi 1 annt* h 
lYlaudl XcIlyL.Il 




15 1U.C11 L-L l_ y 




DIUDJ. JJC O L/J LLJL.XU11 


(AO00S395} hvrjothetical nrotein TArabidoDsis thalianal 


oeq • lnu . 




C orr TP) 
Ocv^. XL/ 


tfd700S71448 hi 


L v lc U11UU. 








BLAST score 


39 


E value 


1.0e-12 


Match length 


D / 


% identity 


on 


wur>i Description 


AiaDlUOpSlS Luallalla yeilQIUlC UlN-tt., ollx tJlUL? o UlLtfei xX i^iuiic 




MT 4 /^onrr^ 1 ci-f- a connori oo fSrahi Hnn^ i c fhs 1 1 ana 1 
l*Jlil v IZri / L-vJlU^JXfci Uc ot?qU.t;ilL-t; l_rtxclL/XU.vJ|JoXo t_.iictx_La.iict j 


beq. JNO . 




o©q. x ^ 


LIU / UUJ / 1 J17 » ill 


ivie Liiou 


OXiTlO X Vi 


iNU.Dl *al 


y j -?o 1j4 


BLAST score 


67 


-E value 


2.0e-29 


Iucilc-ii iciiyL.ii 


1 87 
x o / 


% identity 


o D 


NCBI Description 


jKattus norveyicus uu\_N_n. rot i^t o o piuicin cud ouijuyLJc;/ 






Q ^ rx Mo 

oeq. 1NO . 




OC y • X U 


1-^(^700^71 hi 

LIU / UuJ / X^J'isJ.llX 


Mot" V* o iH 
L*1C L.1HJLJ. 




NCBI GI 


g535242 


BLAST score 


38 


E value 


*± • Uc xZ 


Match length 




% identity 






U • odLi. Va Xj • ^xiiLi-XL^ci L v • ija-. 1 ! / uj o iii\LNn. y cue j»^x willw 


Seq. No. 


305263 


Seq. ID 


tfd700571572.hl 


Method 


BLASTX 


NCBI GI 


g^!856 


BLAST score 


264 
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Hi Value 




Marcn lengun 


O D 


% identity 




M "D X 1~\ o e» v* i v\ i t*» 

lnuijX uescripciou 




C 1 /-s /~r TvT/-i 

o6C}. INO. 




oeq. xiJ 


t fd700 t S71615 hi 


IXie LX1UU. 




NCBI GI 


g2760325 


BLAST score 


260 


L * n 1 11 £~S 

Hj vaiue 


i np-99 


iM3.LCn lengrn 


1 1 n 

11U 


% identity 


00 


LN^-DX UcoLIipLXUIl 


farnn?1 ^01 F1N91 10 FArabidoosis thalianal 


beq. jno. 


jUOZ DO 




t-f H7D0S71 fi47 hi 


Method 


DT AQTV 

OI1H.0 JL A 


l\\^LJ±. K3J- 


a4502131 


BLAST score 


274 


E value 


2.0e-24 


Match length 


116 


% identity 


67 


NCBI Description 


amyloid beta (A4) precursor protein-binding, 



member 1 (Fe65) >gi_2734083 (L77864) stat-like protein 
[Homo sapiens] >gi_3924936 (AF029234) Fe65 protein [Homo 
sapiens] 



Seq. No. 


305266 


Seq. ID 


tfd700571671.hl 


Method 


BLASTX 


NCBI GI 


g4191791 


BLAST score 


240 


E value 


3.0e-21 


Match length 


109 


% identity ~ 


46 


NCBI Description 


(AC005917) putative sf2: 




[Arabidopsis thaliana] 


Seq. No. 


305267 


Seq. ID 


tfd700571676.hl 


Method 


BLASTX 


NCBI GI 


g510473 


BLAST score 


282 


E value 


6.0e-29 


Match length 


78 


% identity 


11 


NCBI Description 


(X74 4 05 ) polyubiquitin 


Seq. No. 


305268 


Seq. ID 


tfd700571692.hl 


Method 


BLASTX 


NCBI GI 


g2120736 


BLAST score 


143 


E value 


6.0e-13 


Match length 


113 


% identity 


43 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



X-Pro dipeptidyl-peptidase (EC 3.4.14.11) - Xanthomonas 
maltophilia >gi_1753197_dbj_BAA11872_ (D83263) dipeptidyl 
peptidase IV [Stenotrophomonas maltophilia] 

305269 

tfd700571720.hl 

BLASTX 

g629844 

270 

5.0e-24 

99 

59 

heat shock protein hsp70-5 - maize (fragment) 

>gi_4 98775_emb_CAA55184_ (X78415) heat shock protein 70 kDa 

[Zea mays] 

305270 

tfd700571722.hl 

BLASTX 

g3212869 

287 

5.0e-30 

81 

77 

(AC004005) unknown protein [Arabidopsis thaliana] 
305271 

tfd700571739.hl 

BLASTN 

g2623247 

44 

1.0e-15 

167 

82 

Zea mays SU1 isoamylase (sugaryl) gene, complete cds 
305272 

tfd700571752.hl 

BLASTN 

g310099 

197 

1.0e-107 

277 

94 

Rattus norvegicus developmentally regulated protein mRNA, 
complete cds 

305273 

tfd700571786.hl 

BLASTX 

gll69544 

390 

4.0e-38 

95 

80 

ERD1 PROTEIN PRECURSOR >gi_541859_pir JN0901 ERD1 protein 

- Arabidopsis thaliana >gi_4 97 629_dbj_BAA04506_ (D17582) 



43236 



ERD1 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305274 

tfd700571859.hl 

BLASTN 

g3790154 

126 

7.0e-65 

165 

94 

Human DNA sequence from clone 67K17 on chromosome 
6q24.1-24.3. Contains the HIVEP2 (Schnurri-2) gene for HIV 
type 1 Enhancer-binding Protein 2, and a possible 
pseudogene in an intron of this gene. Contains STSs and 
GSSs 



Seq. No. 


305275 


Seq. ID 


tfd700571873.hl 


Method 


BLASTX 


NCBI GI 


g4105798 


BLAST score 


248 


E value 


2.0e-21 


Match length 


67 


% identity 


60 


NCBI Description 


(AF049930) PGP237-11 


Seq. No. 


305276 


Seq. ID 


tfd700571883.hl 


Method 


BLASTX 


NCBI GI 


g4218011 


BLAST score 


250 


E value 


1.0e-21 


Match length 


87 


% identity 


55 


NCBI Description 


(AC006135) putative ; 



[Petunia x hybrida] 



tein kinase [Arabidopsis thaliana] 
>gi_4309721_gb__AAD15491_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305277 

tfd700571888.hl 

BLASTX 

gll84774 

511 

3.0e-52 

99 
97 

(U45856) cytosolic glyceroldehyde- 
GAPC3 [Zea mays] 



3-phosphate dehydrogenase 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



305278 

tfd700571918.hl 

BLASTX 

g2624417 

157 

7.0e-ll 

29 

97 
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NCBI Description (AJ002959) Ubiquitin carrier protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305279 

tfd700571924.hl 

BLASTX 

g2511533 

446 

1.0e-44 

111 
78 

(AF008121) alpha-tubulin 2 



[Eleusine indica] 



305280 

tfd700571973.hl 

BLASTX 

g4587519 

373 

5.0e-36 

101 

79 

(AC007060) Strong similarity to F19I3.7 gi_3033380 putative 
coatomer epsilon subunit from Arabidopsis thaliana BAC 
gb_AC004238. ESTs gb_Z17908 / gb_AA728673, gb_N96555, 
gb_H76335, gb_AA712463, gb_W43247, gb_T45611, g 

305281 

tfd700572005.hl 

BLASTN 

g294544 

115 

2.0e-58 

119 

99 

Rattus norvegicus eukaryotic initiation factor 5 (eIF-5) 
mRNA/ complete cds 

305282 

tfd700572044.hl 

BLASTX 

g2499317 

162 

1.0e-ll 

37 

86 

NADH-UBIQUINONE OXIDOREDUCTASE 13 KD-B SUBUNIT (COMPLEX 
I-13KD-B) (CI-13KD-B) (B13) >gi_1398908_dbj_BAA13045_ 
(D86215) NADH : ubiquinone oxidoreductase [Rattus norvegicus] 

305283 

tfd700572088.hl 

BLASTN 

g854734 

71 

5.0e-32 

123 
91 

Rattus norvegicus casein kinase 1 gamma 2 isoform mRNA, 
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complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305284 

tfd700572120.hl 

BLASTX 

gll9355 

210 

7,0e-17 

46 

91 

ENOLASE 1 ( 2 - PHOS PHOGL YCERATE DEHYDRATASE 1) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305285 

tfd700572124.hl 

BLASTX 

g399854 

310 

1.0e-28 

96 

68 

HISTONE H2B.2 >gi_283042_pir S2804 9 histone H2B - maize 

>gi_22325_emb_CAA40565_ (X57313) H2B histone [Zea mays] 

305286 

tfd700572151.hl 

BLASTN 

gl79725 

174 

3.0e-93 

282 

90 

Human complement component C9 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305287 

tfd700572169.hl 

BLASTX 

g3482932 

356 

5.0e-34 

104 

64 

(AC003970) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305288 

tfd700572171.hl 

BLASTX 

g2224810 

190 

2.0e-14 

78 
49 

(Z97022) cysteine proteinase [Hordeum vulgare] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305289 

tfd700572295.hl 

BLASTX 

gl350733 

138 

4.0e-ll 

55 

71 

60S RIBOSOMAL PROTEIN L36 >gi_54 3316_pir S41338 ribosomal 

protein L36 - mouse >gi_443802_emb_CAA53502_ (X75895) 
ribosomal protein L36 [Mus mus cuius] 



Sea No 


305290 


Seq. ID 


tfd700572310.hl 


Method 


BLASTX 


lN^ol ol 


gououoz 4 


Dis£\o i score 




E value 


o . ue-iy 




O J 


% identity 


DZ 


NLbi Description 


(AL0225 99) hypothetical protein 


Cp/Y Kirs 






Uivj. / UU J / ZjlJ .111 


Method 


BLASTX 


NCBI GI 


g3599966 


BLAST score 


202 


E value 


1.0e-18 


Match length 


96 


% identity 


49 


NCBI Description 


(AF026852) h-scol [Homo sapiens] 


Seq. No. 


305292 


Seq. ID 


tfd700572336.hl 


Method 


BLASTX 


NCBI GI 


g3334133 


BLAST score 


159 


E value 


1.0e-12 


Match length 


69 


% identity 


59 


NCBI Description 


CYTOCHROME P450 8 9A2 (CYPLXXXIX) 



[Schizosaccharomyces pombe] 



(U61231) cytochrome P450 



(ATH 6-1) >gi_1432145 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



305293 

tfd700572368.hl 

BLASTX 

g4006924 

193 

5.0e-15 

75 

49 

(Z99708) beta-galactosidase like protein [Arabidopsis 
thaliana] 

305294 

tfd700572379.hl 
BLASTX 
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NCBI GI 


g2982311 


BLAST score 


145 


E value 


3.0e-09 


Ma ~\~ r^H 1 on n\~ H 
rlaLUIl XtiliyL.ll 


o / 






1NOI5-L fcouIipLlUIi 


v/iruoizftu; prooaoie uDiquirin-conjugaLing enzyme J&z [ricea 




ma T"i anal 


OC^< LN L? * 


JU Ji JJ 


Seq. ID 


L -LLl / U \J .J / _? O O * J.1X 


Method 




NCBI GI 


gl666173 


BLAST score 


137 


tra "! no 
Hi value 


-7 • Uc U :? 


IMd L OX 1 _L t; 1 ly L 1 1 


ft 1 


^ luentity 


DO 




\ LKjyxKJD ) Li ciiiDOi ip Lion idctoi [lNicotiana piuiuDagini rona J 


O t£ • in u • 






LIU / \J\JU / £*H.£.\J .lli 


Method. 

\** X X\-S 




NCBI GI 


g2832617 


BLAST score 


214 


E value 


o . ue — 1 / 


i v iatcn ienyL.n 


A n 


% identity 


yu 


lnudi uescripnon 


(AiiUzi/ii) putative protein [Arabiaopsis tnaliana] 


oeq. jno . 


ouo^y / 


qorr XD 


■h fHl CiCi^lO All HI 
liu / uuj / z*i / / »ni 


Mpt hod 


OLiriO X /V 


NCBI GI 


g2911052 


BLAST score 


304 


E value 


d . ue zo 


ft/fa 4- /-»H 1 /-t-4— Vi 

L w ia l oil -LciiyL.n 


OO 


% identity 


1 U 


jnooj. Description 


(ALU^iyol) putative protein [Arabidopsis tnaliana] 


oeq, iNO. 


juoz yd 


Cprr Xn 


-f--Frl7nnR7 9yl HI 


Mpt Hod 


JJlxriO J. A 


NCBI GI 


g2618721 


BLAST score 


231 


Ht Value 


i • ue - i y 




OD 


is lQentny 


/ D 


iNooi Description 


(U4yu/zj lAAio LAraJDiaopsis tnaliana] 




ouoz y y 


OtH|. lu 


iici/UUj / Zool ♦ni 


Mpt hod 


riT ac;x , y 


NCBI GI 


gl924940 


BLAST score 


363 


E value 


8.0e-35 


Match length 


72 


% identity 


97 


NCBI Description 


(X98411) myosin-IE [Homo sapiens] 
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o 



Seq. No. 


305300 


Seq. ID 


tfd700572652.hl 


Method 


BLASTX 


NCBI GI 


g3378650 


BLAST score 


254 






ua Lou xciiy un 




% "i Hpni" "i 1" V 


62 


NPRT Dp«;rri rit i nn 




Seq. No. 


305301 


Seq. ID 


tfd700572706.hl 


Method 


BLASTX 


NCBI GI 


g2668744 


"BLAST qrnrp 


248 


R V3 1 HP 


2 . 0e-21 


M^tpht 1 PT*in"t~H 

lid LOll _1_ "3 ± ±y L.IJ. 


60 


% identity 


80 


NCBT Dp^rTititi nn 

J. 1 ! V* 1 J—> J. LSK^i LJ J_ -J- M I— -1- Vj 1 1 1 


{ A FO *3 4 Q 4 £ ^ nhi m n n pAn nnrfafi r\rr 

\ r\ll U Jt 7^ *J y LtJu* JL^Li J. 1 Lil ^Ull J U.y CL 1 Li ly 


Seq. No. 


305302 


Seq. ID 


tfd700572732 .hi 


Method 


BLASTX 


NCBI GI 


gl27243 


BLAST score 


226 


E value 


6.0e-19 


Match length 


86 


% identity 


50 


NCBI Description 


AUTONOMOUS TRANS POSABLE ELEMENT ] 



[Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(SUPPRESSOR-MUTATOR SYSTEM PROTEIN) (SPM) 

>gi_320621_pir S28365 gene 1 protein - maize transposon 

En-1 >gi_168640 (M25427) mosaic protein [Zea mays] 
>gi_225007_prf 1206239C gene 1 [Zea mays] 

305303 

tfd700572757.hl 

BLASTX 

g3776559 

189 

2.0e-14 

87 

52 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

305304 

tfd700572820.h2 

BLASTX 

gl350930 

414 

5.0e-41 

82 

99 

4 OS RIBOSOMAL PROTEIN S13 
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Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305305 

tfd700572827.h2 

BLASTX 

g99889 

239 

1.0e-20 

59 

73 

beta-conglycinin alpha chain precursor - soybean 



305306 

tfd700572832.h2 

BLASTX 

g3063442 

138 

7.0e-09 

69 

43 

(AC003981) F22013.6 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



305307 

tfd700572856.h2 

BLASTX 

g3914136 

156 

9.0e-ll 

66 

50 

NONSPECIFIC LI PI D-TRANS FER PROTEIN PRECURSOR (LTP) 
>gi_2632171_emb_CAA05771_ (AJ002958) lipid transfer protein 
[Cicer arietinum] 

305308 

tfd700572876.h2 

BLASTX 

g2267006 

303 

5.0e-28 

85 

74 

(AF006825) endosperm lumenal binding protein [Oryza sativa] 
305309 

tfd700572891.h2 

BLASTX 

g2688824 

175 

7.0e-18 

66 

71 

(U93273) putative auxin-repressed protein [Prunus 
armeniaca] 

305310 

tfd700572895.h2 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g99889 
322 

3.0e-30 

84 

76 

beta-conglycinin alpha chain precursor 



soybean 



305311 

tfd700572947.hl 

BLASTX 

gll8104 

250 

3.0e-45 

96 

85 

PEPTIDYL-PROLYL CIS-TRANS I SOME RASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5-2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



oeq. vio* 


oUoolz 


q orf tpi 
oeq. J.U 


+■ -FH7 fin^79 QR A HI 

tia/uuo /zyj4 ,nx 




Dlicao 1 A 


NCBI GI 


g2244792 


BLAST score 


243 


E value 


l . ue-zU 


Match length 


inn 

109 


-6 identity 


44 


LNUni uescription 


(Z97336) ankyrin homolog [Arabidopsis 


Seq. No. 


305313 


Seq. ID 


tfd700573052.hl 


Method 


BLASTX 


NCBI GI 


g3719211 


BLAST score 


148 


E value 


8.0e-13 


Match length 


56 


% identity 


70 


NCBI Description 


(U97021) UIP2 [Arabidopsis thaliana] 


Seq. No. 


305314 


Seq. ID 


tfd700573078.hl 


Method 


BLASTX 


NCBI GI 


g4584342 


BLAST score 


146 


E value 


2.0e-09 


Match length 


100 


% identity 


43 


NCBI Description 


(AC007127) putative ubiquitin protein 




thaliana] 


Seq. No. 


305315 


Seq. ID 


tfd700573105.hl 


Method 


BLASTX 


NCBI GI 


g2827143 


BLAST score 


322 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



4.0e-30 

96 
64 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

305316 

tfd700573111.hl 

BLASTX 

g4503817 

243 

1.0e-20 

112 

43 

follicular lymphoma variant translocation 1 
>gi_544358_sp_Q06136_FVTl_HUMAN FOLLICULAR VARIANT 
TRANSLOCATION PROTEIN 1 PRECURSOR (FVT-1) 

>gi_481027_pir S37652 FVT1 protein - human 

>gi_296186_emb_CAA45197__ (X63657) FVT1 gene is disrupted in 
a t(2;18) chromosomal translocation involving Ig kappa 
gene in a follicular lymphoma [Homo sapiens] 

305317 

tfd700573123.hl 

BLASTX 

g3355622 

202 

7.0e-16 

66 
58 

(AJ000238) unnamed protein product [Hordeum vulgare] 
305318 

tfd700573176.hl 

BLASTX 

g4096786 

218 

3.0e-18 

67 

72 

(U39958) NADP-malic enzyme [Zea mays] 
305319 

tfd700573180.hl 

BLASTN 

g473604 

80 

2.0e-37 

131 

90 

Zea mays W-22 histone H2B mRNA, complete cds 
305320 

tfd700573216.hl 

BLASTN 

gl399389 

127 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST -score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



3.0e-65 

138 

99 

Zea mays beta-D-glucosidase (glul) gene, complete cds 
305321 

tfd700573251.hl 

BLASTX 

g4115383 

210 

7.0e-28 

105 

65 

(AC005967) receptor-like protein kinase [Arabidopsis 
thaliana] 

305322 

tfd700573254.hl 

BLASTN 

g4185305 

42 

2.0e-14 

94 

86 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
.cds; and unknown genes 

305323 

tfd700573350.hl 

BLASTN 

g5091496 

60 

3.0e-25 

76 

95 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 

305324 

tfd700573362.hl 

BLASTX 

g82426 

558 

1.0e-57 

114 

46 

ubiquitin precursor - barley (fragment) 

>gi_755763_emb_CAA27751_ (X04133) ubiquitin polyprecursor 
(171 aa) [Hordeum vulgare] 

305325 

tfd700573373.hl 

BLASTX 

g4063747 

227 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-33 

107 

61 

(AC005851) hypothetical protein [Arabidopsis thaliana] 
305326 

tfd700573382.hl 

BLASTX 

gll68940 

223 

2.0e-18 

62 
71 

CHORISMATE MUTASE PRECURSOR (CM-1) >gi_62 9509_pir S3895E 

chorismate mutase precursor - Arabidopsis thaliana 
>gi_429153_emb_CAA81286_ (Z26519) chorismate mutase 
precursor [Arabidopsis thaliana] 

305327 

tfd700573401.h2 

BLASTX 

g3668080 

180 

9.0e-14 

50 
70 

(AC004 667) unknown protein [Arabidopsis thaliana] 
305328 

tfd700573443.h2 

BLASTX 

gl077164 

213 

2.0e-17 

88 
51 

SWH1 protein homolog YDL019c - yeast (Saccharomyces 
cerevisiae) >gi_683678_emb_CAA88340_ (Z48432) homolog of 
yeast SWH1 protein (X74552) [Saccharomyces cerevisiae] 
>gi_1430988_emb_CAA98578_ (Z74067) ORF YDL019c 
[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



305329 

tfd700573449.h2 

BLASTN 

g3115345 

113 

6.0e-57 

145 

94 

Homo sapiens BAC clone RG276O03 from 7q22-q31.1, complete 
sequence [Homo sapiens] 

305330 

tfd700573474.h2 

BLASTX 

g!22007 



43247 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306 

2.0e-28 

84 

73 

HI STONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 
- 149) [Petroselinum crispum] 
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Match length 


64 


% identity 


69 


NCBI Description 


(AC005687) RAP2.6 


Seq. No. 


305333 


Seq. ID 


tfd700573519.hl 


Method 


BLASTN 


NCBI GI 


gl335859 


BLAST score 


104 


E value 


8.0e-52 


Match length 


140 


% identity 


94 


NCBI Description 


Rattus norvegicus I 



[Arabidopsis thaliana] 



subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305334 

tfd700573608.hl 

BLASTN 

g57573 

174 

3.0e-93 

275 

92 

Rat mRNA for cytoplasmic -gamma isoform of actin 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



305335 

tfd700573623.hl 

BLASTX 

gl076800 

271 

4.0e-24 

53 

96 
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NCBI Description 



L-ascorbate peroxidase (EC 1.11.1.11), cytosolic isozyme - 
maize >gi_600116_emb_CAA84406_ (Z34934) cytosolic ascorbate 

peroxidase [Zea mays] >gi_1096503_prf 2111423A ascorbate 

peroxidase [Zea mays] 



Seq. No. 


305336 
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inujdx Description 


(UUz4yo) epoxide hydrolase 


Seq. No. 


305338 


oeq. lu 


tfd700573783 . hi 


Mernoct 


tit 7\ 0 m t 7* 

BLASTX 


NCBI GI 


g480723 


rsXiiioJ. score 




E value 


8 . Oe-40 


Match length 


85 


t> luentity 


yo 




Aur,iiir carrier protein 11 - 




(X74510) adenine nucleotide 


Seq. No. 


305339 


Seq. ID 


tfd700573985.hl 


Method 


BLASTX 


NCBI GI 


gll3466 


BLAST score 


315 


E value 


2.0e-29 


Match length 


81 


% identity 


75 



[Solanum tuberosum] 



mouse >gi_402628_emb_CAA52616_ 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



ADP,ATP CARRIER PROTEIN (ADP/ATP TRANSLOCASE) (ADENINE 

NUCLEOTIDE TRANSLOCATOR) (ANT) >gi_72020_pir XWNC ADP , AT P 

carrier protein - Neurospora crassa >gi_2977_emb_CAA25104_ 
(X00363) ADP/ATP carrier protein [Neurospora crassa] 

305340 

tfd700574004.hl 

BLASTX 

g3746071 

287 

7.0e-26 

98 
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NCBI GI 
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Method 
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NCBI GI 
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BLAST score 
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Method 




NCBI GI 


g2673917 


BLAST score 


464 


E value 


1.0e-46 


Match length 


107 


% identity 


42 


NCBI Description 


(AC002561) putative ATP-dependent RNA helicase [Arabidops. 



43250 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305346 

tfd700574258.hl 

BLASTN 

g6598538 

41 

8.Qe-14 

69^ 
90 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



305347 

tfd700574334.h2 

BLASTN 

g3819386 

69 

1.0e-30 

140 

89 

Hordeum vulgare genomic 



DNA fragment; clone MWG0872.rev 



305348 

tfd700574368.h2 

BLASTX 

gl076509 

191 

8.0e-15 

65 

75 

chloroplast RNA binding protein - 
>gi_558629_emb_CAA57551_ (X82030) 
protein [Phaseolus vulgaris] 



kidney bean 

chloroplast RNA binding 



305349 

tfd700574379.h2 

BLASTX 

g!076715 

238 

3.0e-20 

78 

54 

abscisic acid-induced protein HVA22 
(L19119) A22 [Hordes vulgare] 



- barley >gi_404589 



305350 

tfd700574409.hl 

BLASTX 

g3128228 

351 

1.0e-33 

75 

89 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



43251 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score. 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305351 

tfd700574421.hl 

BLASTX 

g3158474 

374 

3.0e-36 

79 

90 

(AF067184) aquaporin 



1 [Samanea saman] 



305352 

tfd700574424.hl 

BLASTN 

g4097879 

81 

6.0e-38 

165 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

305353 

tfd700574444.hl 

BLASTX 

g2129842 

157 

8.0e-ll 

58 

50 

SE60 protein - soybean >gi_5097 69_emb_CAA79164_ (Z18359) 
seed-specific low molecular weight sulfur-rich protein 
[Glycine max] 

305354 

tfd700574456.hl 

BLASTX 

g229707 

418 

2.0e-41 

82 

94 

Bean pod mottle virus 



305355 

tfd700574469.hl 

BLASTX 

g541950 

262 

3.0e-23 

58 

88 

SPCP1 protein - 
[Glycine max] 



soybean >gi_310576 (L12257) nodulin-26 



Seq. No. 
Seq. ID 



305356 

tfd700574477.hl 



43252 



Method 

NCBI- GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g2605510 

393 

2.0e-38 

88 

88 

(AB008678) 



alpha subunit of beta conglycinin [Glycine max] 



305357 

tfd700574488.hl 

BLASTX 

g625537 

452 

2.0e-45 

89 

97 

glycinin A3B4 (plasmid pSPGLl) 
(fragment) 



- Glycine soja (strain L23) 



305358 

tfd700574493.hl 

BLASTX 

gl666173 

265 

2.0e-23 

74 

74 

(Y09106) transcription factor [Nicotiana plumbaginif olia] 
305359 

tfd700574560.hl 

BLASTN 

g758354 

49 

6.0e-19 

72 
93 

Z.mays mRNA for plasma membrane H+ ATPase 



305360 

tfd700574601.hl 

BLASTX 

g2133293 

339 

6.0e-32 

120 

53 

pectate lyase (EC 



4.2.2.2) C - fungus (Fusarium solani) 



305361 

tfd700574641.hl 

BLASTX 

gl762142 

183 

1.0e-13 

68 

53 



43253 



NCBI Description 



(U48434) putative cytochrome P450 [Solanum chacoense] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



305362 

tfd700574659.hl 

BLASTN 

g881484 

139 

3.0e-72 

296 

88 

Mus musculus mSTIl mRNA, complete cds 
305363 

tfd700574720.hl 

BLASTX 

g4506841 

462 

2.0e-46 

99 

90 

small inducible cytokine A2 (monocyte chemotactic protein 
1, homologous to mouse Sig-je) ; MCP-1 

>giJL26842_sp_P13500_MCPl_HUMAN MONOCYTE CHEMOTACTIC 
PROTEIN 1 PRECURSOR (MCP-1) (MONOCYTE CHEMOTACTIC AND 
ACTIVATING FACTOR) (MCAF) (MONOCYTE SECRETORY PROTEIN JE) 

{MONOCYTE CHEMOATTRACTANT PROTEIN 1) (HC11) (SMALL 

INDUCIBLE CYTOKINE A2) >gi_280830j?ir A60299 monocyte 

chemoattractant protein 1 precursor - human 
>gi_34514_emb_CAA32876_ (X14768) monocyte chemoattractant 
preprotein [Homo sapiens] >gi_240868_bbs_71514 (S71513) 
monocyte chemoattractant protein-1, MCP-1 [human, Peptide, 
99 aa] [Homo sapiens] >gi_307163 (M24545) chemotactic and 
activating factor precursor [Homo sapiens] >gi_338007 

(M28225) monocyte secretory protein [Homo sapiens] 
>gi_338009 (M28226) monocyte secretory protein [Homo 
sapiens] >gi_386961 (M31626) monocyte secretory protein 

[Homo sapiens] >gi_487124 (M37719) monocyte chemotactic - 
protein [Homo sapiens] >gi_545465_bbs_146618 (S69738) 
MCP-l=monocyte chemotactic protein [human, aortic 
endothelial cells, Peptide, 99 aa] [Homo sapiens] 

305364 

tfd700574729.hl 

BLASTX 

g4510339 

297 

4.0e-27 

107 

52 

(AC006921) putative ABC transporter protein [Arabidopsis 
thaliana] 

305365 

tfd700574772.hl 

BLASTX 

g2982318 

358 



43254 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 
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NCBI GI 

BLAST score 
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NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 
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NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No 
Seq. ID 
Method 
NCBI GI 



# • 

3.0e-34 

100 
70 

(AF051244) probable 60S ribosomal protein L15 [Picea 
mariana] 



305366 

tfd700574820.hl 

BLASTX 

g2842493 

192 

8.0e-15 

88 

48 

(AL021749) predicted protein 



[Arabidopsis thaliana] 



305367 

tfd700574824.hl 

BLASTX 

gl362086 

503 

3.0e-51 

108 

92 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2 12991 9_pir S 65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[ Catharanthus roseus ] 

305368 

tfd700574841.hl 

BLASTX 

g285317 

258 

1.0e-22 

84 
67 

dihydrolipoamide dehydrogenase (EC 1.8.1.4) - garden pea 
305369 

tfd700574880.hl 

BLASTX 

g2275210 

177 

5.0e-13 

86 

41 

(AC002337) peptidyl-prolyl cis-trans isomerase isolog 
[Arabidopsis thaliana] 

305370 

tfd700574884.hl 

BLASTX 

gl235569 

43255 
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NCBI GI 


gl657619 


BLAST score 


224 


E value 


1.0e-25 


Match length 


103 


% identity 


59 


NCBI Description 


(U72504) G5p [Arabidopsis thaliana] >gi 30* 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



10 (AF049236) 

putative transmembrane protein G5p [Arabidopsis thaliana] 
305374 

tfd700575108.hl 

BLASTX 

g2497953 

224 

1.0e-18 

90 

52 

MOLYBDOPTERIN BIOSYNTHESIS CNX1 PROTEIN {MOLYBDENOM 
COFACTOR BIOSYNTHESIS ENZYME CNX1) >gi_1263314 (L47323) 
molybdenum cofactor biosynthesis enzyme [Arabidopsis 
thaliana] >gi_4469123_emb_CAB38312_ (AJ236870) molybdenum 
cofactor biosynthesis enzyme [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



305375 

tfd700575123.hl 

BLASTX 

gl519253 

274 

1..0e-24 



43256 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 
66 

(U65958) GF14-d protein [Oryza sativa] 
305376 

tfd700575137.hl 

BLASTX 

gl296955 

175 

2.0e-15 

63 
39 

(X95402) duplicated domain structure protein [Oryza sativa] 
305377 

tfd700575139.hl 

BLASTN 

g633109 

38 

1.0e-12 

74 

88 

Rice mRNA for plasma membrane H-f- ATPase, complete cds 
305378 

tfd700575162.hl 

BLASTX 

gll2994 

284 

1.0e-25 

78 

74 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



305379 

tfd700575163.hl 

BLASTX 

g2282584 

444 

2.0e-44 

86 

99 

(U76259) elongation factor 1-alpha [Zea mays] 
305380 

tfd700575259.hl 

BLASTX 

gl619952 

263 

4.0e-23 

107 

51 



43257 



NCBI Description (U72149) putative RNA helicase [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305381 

tfd700575293.hl 

BLASTX 

gl31770 

196 

2.0e-15 

57 

65 

40S RIBOSOMAL PROTEIN S9 (40S RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi_70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb__CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 



beq. No. 


oUoooz 


Seq. ID 
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Method 
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E value 
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NCBI Description 


Z.mays mRNA for annexin p35 


Seq. No. 


305383 


Seq. ID 


tfd7 00575315. hi 


Method 


BLASTX 


NCBI GI 


g2 674203 


BLAST score 


435 


E value 


3. 0e-43 


Match length 


112 


% identity 


O 1 


NCBI Description 


(AF036328) CLP protease regi 




[Arabidopsis thaliana] 


Seq. No. 


305384 


Seq. ID 


tfd700575451.hl 


Method 


BLASTN 


NCBI GI 


gl049254 


BLAST score 


51 


E value 


4.0e-20 


Match length 


99 


% identity 


88 


NCBI Description 


Zea mays H+-pyrophosphatase 


Seq. No. 


305385 


Seq. ID 


tfd700575484.hl 


Method 


BLASTN 


NCBI GI 


g3851004 


BLAST score 


49 


E value 


4.0e-19 


Match length 


84 


% identity 


93 



partial cds 



NCBI Description 



Zea mays pyruvate dehydrogenase El alpha subunit RNA, 
nuclear gene encoding mitochondrial protein, complete cds 



43258 
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BLAST score 

E value 
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NCBI Description 
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NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



305386 

tfd700575547.hl 

BLASTX 

gl71084i 

224 

6.0e-19 

45 

98 

ADENOSYLHOMOCYSTEINASE ( S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_758247_emb_CAA56278_ (X79905) 
S-adenosylhomocysteine hydrolase [Phalaenopsis sp.] 

305387 

tfd700575550.hl 

BLASTX 

g4006900 

214 

9.0e-18 

59 

69 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
305388 

tfd700575558.hl 

BLASTX 

g2959360 

340 

1.0e-32 

69 
100 

(AJ222588) poly (ADP-ribose) polymerase [Zea mays] 
305389 

tfd700575721.hl 

BLASTN 

g3687208 

35 

3.0e-10 

50 

94 

Mus musculus chromosome 11, BAC clone 111-181 (LBNL M01), 
complete sequence [Mus musculus] 

305390 

tfd700575735.hl 

BLASTX 

g4204849 

293 

7.0e-27 

74 

69 

(U55875) protein kinase [Arabidopsis thaliana] 
305391 

tfd700575827.hl 
BLASTX 



43259 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3367522 
193 

4.0e-15 

88 

43 

(AC004392) 
thaliana] 



EST gb_T04691 comes from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305392 

tfd700575858.hl 

BLASTX 

g3182916 

256 

2.0e-22 

86 

57 

ADP-RIBOSYLATION FACTOR >gi_15 65278_emb_CAB024 98_ (Z80359) 
ADP-ribosylation factor [Plasmodium falciparum] >gi_1932731 
(U57370) ADP-ribosylation factor [Plasmodium falciparum] 



Seq. No. 


305393 


Seq. ID 


tfd700575860 .hi 


Metnoa 


BLASTX 


NCBI GI 


gl654034 


DJbAoi score 




E value 


2.0e-18 


Match length 


83 


% identity 


55 


NCBI Description 


(Z81360) hypoth€ 




tuberculosis] 


Seq. No. 


305394 


Seq. ID 


tfd700575871.hl 


Method 


BLASTN 


NCBI GI 


gl68492 


BLAST score 


89 


E value 


8.0e-43 


Match length 


145 


% identity 


90 


NCBI Description 


Corn histone H3 


Seq. No. 


305395 


Seq. ID 


tfd700575874.hl 


Method 


BLASTN 


NCBI GI 


g2795851 


BLAST score 


38 


E value 


1.0e-12 


Match length 


42 


% identity 


98 


NCBI Description 


Maranta bicolor 




gene 


Seq. No. 


305396 


Seq. ID 


tfd700575938.hl 


Method 


BLASTX 


NCBI GI 


g4557026 


BLAST score 


177 



(H3C3) gene, complete cds 



RNA 



43260 



E. value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-13 

83 
11 

hect (homologous to the E6-AP (UBE3A) carboxyl terminus) 
domain and RCC1 (CHCl)-like domain (RLD) 1 >gij_477565 
(U50078) p532 [Homo sapiens] 

305397 

tfd700575992.hl 

BLASTN 

g5468517 

214 

1.0e-117 

297 

93 

Homo sapiens serine palmitoyl transferase, subunit II gene, 
complete cds; and unknown genes 

305398 

tfd700576034.hl 

BLASTX 

gl!9355 

214 

9.0e-18 

54 

83 

ENOLASE 1 ( 2 - PHOS PHOGLYCERATE DEHYDRATASE 1) 
( 2 -PHOS PHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



305399 

tfd700576042.hl 

BLASTN 

g!89497 

220 

1.0e-120 

291 

94 

Human pyrroline 5-carboxylate reductase mRNA, complete cds 
305400 

tfd700576090.hl 

BLASTX 

g2462077 

168 

2.0e-17 

92 

53 

(Y11871) Oxal protein [Arabidopsis thaliana] 
305401 

tfd700576093.hl 

BLASTN 

g2789655 

160 



43261 



E value 


7.0e-85 


IVTa +■ r*lri 1 on rr"f~ h 


J 


15 XU.t5ilL.-LUy 




w^dx uesciipuion 


rlOIllO Sapieilib Il-Lo uOIie UcaCcl_yid.bc Z> \S1L>±\\^0 ) ILlr\LN/ij 








o u o ft ut 


q prj Tn 


h frnOO^fil 1 7 hi 

L. J- ^-1 f \J\J *J / vll ' .111 


M^fhori 

1 U11UU 


BLASTX 


NCBI GI 


g2505874 


BLAST score 


300 


£j value 




+■ n T OT*lPT"}~Vi 




1j lU.cIH-_Lt.y 


£1 




/ V *1 O "7 ""7 £ ^ i4~ a 4~ 4 tta V - t tj a f A v*a V\ -I <H ^>-n o t o I - Via 1 t ana 1 
\ lit / '"J jpu.tcil_.lvtt JiXIlcioti L"J- aJJiUOpblb LIla.XXcL.Llcl J 


oeq. NO. 




JC^» XJJ 


t f H700R7 61 hi 

LiUi vUJ / V X J t • 11X 


i iC L.11UU. 


■DJ_i.tt.iD J. ^_ 


NCBI GI 


g2143891 


BLAST score 


181 


E value 


2.0e-13 


Match length 


46 


% identity 


78 


NCBI Description 


organic cation transporter - rat >gi 633622_emb 



(X78855) organic cation transporter [Rattus norvegicus] 

>gi_1092658_prf 2024341A cation transporter [Rattus 

norvegicus] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305404 

tfd700576155.hl 

BLASTX 

gl362086 

202 

5.0e-16 

66 
65 

5 -methyl tetrahydropteroyltriglutamate — homocysteine 
S-methyl transferase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305405 

tfd700576190.hl 

BLASTN 

gl88585 

121 

1.0e-61 

243 
91 

Human 20-kDa myosin light chain 



(MLC-2) mRNA, complete cds 



Seq. No. 
Seq. ID 



305406 

tfd700576262.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g2D163 
48 

2.0e-18 

56 
96 

O.sativa Rrl5 mRNA for 



5S ribosomal RNA 



305407 

tfd700576282.hl 

BLASTN 

g432367 

89 

1.0e-42 

213 
85 

Rice mRNA for elongation factor 1 beta, complete cds 
305408 

tfd700576307.hl 

BLASTX 

g3033400 

380 

5.0e-37 

88 
81 

(AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

305409 

tfd700576329.hl 

BLASTX 

g99902 

294 

5.0e-27 

61 

92 

translation elongation factor eEF-1 alpha chain (gene 
tefSl) - soybean 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



305410 

tfd700576330.hl 

BLASTX 

g4262186 

202 

9.0e-21 

84 

67 

(AC005508) Highly similar to cullin 3 [Arabidopsis 
thaliana] 

305411 

tfd700576345.hl 

BLASTX 

g3915826 

230 

4.0e-25 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 
70 

60S RIBOSOMAL PROTEIN L5 



305412 

tfd700576385.hl 

BLASTX 

g2062176 

151 

3-0e-10 

78 
47 

(AC001645) Myb-related transcription activator 
isolog [Arabidopsis thaliana] 

305413 

tfd700576388.hl 

BLASTX 

g548900 

276 

6.0e-25 

80 

71 

SUCROSE-BINDING 
>gi_322691__pir_ 
precursor - soybean >gi 
protein [Glycine max] 



(MybStl) 



PROTEIN PRECURSOR (SBP) 
JQ1730 62K sucrose-binding protein 

170064 (L06038) glucose binding 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305414 

tfd700576668.hl 

BLASTX 

g3860250 

175 

1.0e-27 

83 

84 

(AC005824) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



305415 

tym700023121.fl 

BLASTX 

g3341511 

320 

6.0e-30 

82 

76 

(AJ231134) cinnamoyl-CoA reductase 
305416 

tzu700201119.hl 

BLASTX 

g2827992 

247 

1.0e-21 

65 

66 



[Saccharum of f icinarum] 



43264 



NCBI Description (AF034743) UDP-glucuronosyltransf erase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305417 

tzu700201128.hl 

BLASTX 

g2245004 

154 

2.0e-10 

47 

55 

(Z97341) similarity to membrane transport protein 
[Arabidopsis thaliana] 



Seq. No. 


305418 


Seq. ID 


tzu700201133.hl 




D-LifiO 1 JN 


VTPDT PT 


/.cert/ 


oijAbl score 




E value 


i . ue-oz 


Match length 


loo 


% identity 


97 


JNorii Description 


Z.mays CYP71C2 mRNA for cytochrome 


Seq. No. 


305419 


Seq. ID 


tzu700201151.hl 


Method 


BLASTX 


NCBI GI 


g2446994 


BLAST score 


387 


E value 


1.0e-37 


Match length 


111 


% identity 


69 


NCBI Description 


(D63952) fatty acid desaturase [Zea 


Seq. No. 


305420 


Seq. ID 


tzu700201157.hl 


Method 


BLASTX 


NCBI GI 


g3176667 


BLAST score 


329 


E value 


5.0e-31 


Match length 


88 


% identity 


72 


NCBI Description 


(AC004393) Similar to hypothetical < 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



gb_1001369 from sequence of Synechocystis sp. gb_D64006. 
[Arabidopsis thaliana] 

305421 

tzu700201243.hl 

BLASTN 

g4514636 

106 

7.0e-53 

169 

92 

Zea mays ZmRCP2 mRNA for root cap protein 2, complete cds 
305422 

tzu700201294.hl 



43265 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX 

g3236251 

242 

5.0e-21 

61 

77 

(AC004684) 



putative phosphoribosylaminoimidazole 



carboxylase [Arabidopsis thaliana] 
305423 

tzu700201303.hl 

BLASTX 

g2385410 

145 

3.0e-09 

68 

32 

(AB001372) TFIID subunit taf72p [Schizosaccharomyces pombe] 
>gi_3859081_emb_CAA21958_ (AL033406) tfiid subunit taf72p. 
[Schizosaccharomyces pombe] 

305424 

tzu700201320.hl 

BLASTN 

g3264597 

81 

8.0e-38 

115 

95 

Zea mays trypsin inhibitor mRNA, complete cds 



305425 

tzu700201330.hl 

BLASTX 

g3033384 

284 

1.0e-25 

95 

64 

(AC004238) putative CTP synthase 



[Arabidopsis thaliana] 



305426 

tzu700201343.hl 

BLASTX 

g626042 

420 

2.0e-41 

78 

100 

beta-glucosidase, root meristem (EC 3.2.1.-) precursor - 
maize >gi_435313_emb_CAA52293_ (X74217) beta-glucosidase 
[Zea mays] 

305427 

tzu700201353.hl 

BLASTX 

g3342249 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148 

5.0e-10 

46 

57 

(AF047719) GA3 [Arabidopsis thaliana] >gi_3342251 
(AF047720) GA3 [Arabidopsis thaliana] 

305428 

tzu700201362.hl 

BLASTX 

gl076821 

289 

1.0e-26 

55 
95 

probable l-acyl-glycerol-3-phosphate acyltransferase - 
maize >gi_575960_ernb_CAA82638_ (Z29518) 

l-acyl-glycerol-3-phosphate acyltransferase (putative) [Zea 
mays] 

305429 

tzu700201453.hl 

BLASTX 

gl!68261 

189 

1.0e-14 

53 

70 

ASPARTATE AMINOTRANSFERASE, MITOCHONDRIAL PRECURSOR 
{TRANSAMINASE A) (GLUTAMATE OXALOACETATE TRANSAMINASE -2 ) 

>gi_1071843_pir S35960 aspartate transaminase (EC 

2.6.1.1), mitochondrial - bovine >gi_415324_emb_CAA80960_ 
(Z25466) aspartate aminotransferase [Bos taurus] 

305430 

tzu700201508.hl 

BLASTX 

g4262167 

226 

5.0e-19 

78 

62 

(AC005275) putative LRR receptor-linked protein kinase 
[Arabidopsis thaliana] 

305431 

tzu700201521.hl 

BLASTX 

g860676 

277 

5.0e-25 

61 

82 

(U24188) calcium/calmodulin-dependent protein kinase 

[Lilium longiflorum] >gi_1097385jprf 2113422A 

Ca/calmodulin-dependent protein kinase [Lilium longiflorum] 



43267 



OSq. 1NQ • 




Seq. ID 






BLASTX 


NCBI GI 


g3395440 


BLAST score 
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E value 


D • Uc X 0 


TUT *3 "1— « | /*> T"l /T+» 1^ 

i v Jaucn lenytn 




t /-^ jf^i T~i J— -■ 4— t t 

lQenuiTiy 


40 


iNLDi uescripLion 


^fiL,uu4 oo o ; nypo une uicai protein [/iraDiaopsis tnaxiana 


oeq. INO . 


one; / 


O CvJ • x u 


t- 711700901 RR^ hi 






NCBI GI 


g4454452 


BLAST score 
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Hi value 
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NCBI GI 


g2702268 


BLAST score 


257 


E value 
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% identity 


A Q 


iNursi Description 


tAuuujsujoj putative cenuiase L^^soiCLOpsis rnaxianaj 


beq. jmo. 


one i oc 


oeq. xjj 


tzu/uuiuijoj .nx 


l v it3 tiUJU. 


DXiriO 1 A 


L\ J_J J. V3 J. 




BLAST score 


162 


E value 


3.0e-ll 


Match length 


78 


% identity 


41 


NCBI Description 


HYPOTHETICAL ABC TRANSPORTER ATP-BINDING PROTEIN YBIT 



>gi_1787041 (AE000184) putative ATP-binding component of a 
transport system [Escherichia coli] 

>gi_4062387_dbj_BAA35501_ (D90719) Hypothetical protein 
HI0658 [Escherichia coli] >gi_4062394_dbj__BAA35508_ 
(D90720) Hypothetical protein HI0658 [Escherichia coli] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305436 

tzu700201586.hl 

BLASTX 

g4514635 

177 

3.0e-16 

55 
76 

(AB021175) root cap protein 1 [Zea mays] 



Seq. No. 
Seq. ID 



305437 

tzu700201601.hl 
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l it? L.1 i'w'Li 




NCBI GI 


g4218534 


BLAST score 


73 


Hj vaiue 




Match length. 


0. Q 

o y 


% identity 


y o 


NCBI Description 


iriuicuiti sp. itlkna tor (aKAtsi protein 


beq. No. 


o a c ji o o 


oeq. xu 


czu fUuzuiDio .m 






NCBI GI 


g4160401 


BLAST score 


48 


Ej Value 


o . ue—io 


Match length 


lib 


% identity 


o c 
00 


jnl-di Description 


Zea mays eIF-5 gene, exons 1—2 


Seq. No. 


o a C ji *3 a 

305439 


beq. id 


tzu /uuzuiozo . ni 




PT ZXQTY 


NCBI GI 


g3445397 


BLAST score 


164 


Hj value 


/ . ue— i / 


Match length 


/y 


% identity 




jnudi uescripuion 


(AJ010166) S-domain receptor— like protein kinase [Zea 


Seq, No. 


305440 


beq* id 


tzu /U0z01o49 . ill 


Method 


DT AO TTKT 


NCBI GI 


g3282393 


BLAST score 


46 


E value 


y . ue— i / 


Match length 


1ZZ 


% identity 


o4 


iNu.Di Description 


Oryza sativa aie2 itiRNA, partial cds 


Seq. No. 


305441 


beq. iu 


tzu /uuzuiDD^.ni 




PT ZlQfY 


KTPPT 
LNUJjI Vj-L 


/-t91 Qyl 1 OQ 

gziy^t izo 


BLAST score 


247 


E value 


3.0e-21 


Marcn lengun 


O A 

oU 


% identity 


ol 


NCBI Description 


(AC002062) Strong similarity to Arabidopsis receptor-. 




kinase ( gb_ATLECGENE ) and F20P5.15. [Arabidopsis thai; 


Seq. No. 


305442 


beq. lu 


tzu /UO^Olooy . nl 




PT a CITY 


NCBI GI 


g2911077 


BLAST score 


361 


E value 


1.0e-34 


Match length 


93 


% identity 


68 
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NCBI Description 



(AL021960) 
thaliana] 



gibberellin 20-oxidase-like protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305443 

tzu700201679.hl 

BLASTX 

g4510339 

359 

2.0e-34 

115 

61 

(AC006921) putative ABC transporter protein [Arabidopsis 
thaliana] 

305444 

tzu700201721.hl 

BLASTX 

g3157926 

217 

7.0e-18 

86 

47 

(AC002131) Strong similarity to extensin-like protein 
gb_Z344 65 from Zea mays. [Arabidopsis thaliana] 

305445 

tzu70.0201727.hl 

BLASTX 

g4098250 

145 

3.0e-09 

34 

74 

(076611) similar to Solanum tuberosum ci21A gene product 
encoded by the sequence presented in GenBank Accession 
Number 076610 [Solanum tuberosum] 

305446 

tzu700201733.hl 

BLASTX 

g2997589 

192 

6.0e-15 

49 

86 

(AF020813 
precursor 



glucose-6-phosphate/phosphate-translocator 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305447 

tzu700201747. 
BLASTX 
g3024871 
174 

1.0e-12 

90 
47 

HYPOTHETICAL 



hi 



77.3 KD PROTEIN SLL0005 
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>gi__1001579_dbj_BAAl0206_ (D64000) ABCl-like [Synechocystis 
sp . ] 



Seq. No. 


305448 


Seq. ID 


tzu700201785.hl 
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<JJ_yZa Saliva alcZ IuKlMA/ pamal CQS 


Seq. No. 


305449 


Seq. ID 


tzu700201790.hl 


1/1 CIIOU 


"RT ZICTV 




gooo OOZ 1 


oLiiioi score 


Z4 U 


E value 


z . ue zu 


Match length 


Q /I 

o 4 


% identity 


Do 


jnudj. Description 


(AC004 665) unknown protein [Arabidops. 


otjq . iMO . 


Q0R4 Rfi 


Seq. ID 


tzu700201792.hl 


Method 


BLASTX 


NCBI GI 


g548604 


BLAST score 


372 


E value 


6. Oe-36 


Match length 


75 


% identity 


91 


NCBI Description 


PHOTOSYSTEM I REACTION CENTRE SUBUNIT 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_1076728_pir S51813 photo system- 1 PSI-F chain precursor 

- barley >gi_469560 (U08135) photosystem-I PSI-F subunit 
precursor [Hordeum vulgare] 

305451 

tzu700201828.hl 

BLASTX 

g4467359 

319 

4.0e-30 

63 

84 

(AJ002685) Phosphatidylinositol 4 -kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305452 

tzu700201862.hl 

BLASTX 

g2852447 

165 

5.0e-12 

45 

71 

(D88206) protein kinase 



[Arabidopsis thaliana] 



43271 



Seq. No. 305453 

Seq. ID tzu700201864 .hi 

Method BLASTX 

NCBI GI g483410 

BLAST score 281 

E value 3,0e-25 

Match length 65 

% identity " 83 

NCBI Description (L01496) calmodul in-binding protein [Zea mays] 

Seq. No. 305454 

Seq. ID tzu700201876.hl 

Method BLASTX 

NCBI GI gll8106 

BLAST score 228 

E value 4.0e-20 

Match length 94 

% identity 66 



NCBI Description PEPT IDYL- PROLYL CIS-TRANS ISOMERASE PRECURSOR (PPIASE) 

(ROTAMASE) (CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

(CPH) >gi_68412_pir CSNCM peptidylprolyl isomerase (EC 

5.2.1.8) precursor, mitochondrial - Neurospora crassa 
>gi__168806 (J03963) cyclophilin precursor [Neurospora 
crassa] >gi_295926_emb_CAA35681_ (X17692) cyclophilin 
(mitochondrial precursor) [Neurospora crassa] 



Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305455 

tzu700201883.hl 

BLASTN 

gl213276 

47 

2.0e-17 

115 

84 

Z.mays ZEMa gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305456 

tzu700201922.hl 

BLASTN 

g398917 

46 

4.0e-17 

62 

94 

B.napus cold induced protein (BnC24A) mRNA 
305457 

tzu700201935.hl 

BLASTX 

g2894599 

329 

7.0e-31 

93 

66 

(AL021889) putative protein [Arabidopsis thaliana] 



43272 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305458 

tzu700201938.hl 

BLASTX 

g2842717 

274 

2.0e-24 

111 

50 

GLUTATHIONE S-TRANSFERASE 1-5 (CLASS-THETA) 
>gi_1632771_emb_CAB03592_ (Z81291) glutathione 
S-transf erase [Anopheles gambiae] 

305459 

tzu700201939.hl 

BLASTX 

g3873976 

335 

2.0e-31 

93 

65 

(Z81461) predicted using Genefinder; similar to 
Zinc-binding metalloprotease domain; cDNA EST EMBL:C09095 
comes from this gene; cDNA EST EMBL:T00972 comes from this 
gene; cDNA EST EMBL:T00973 comes from this gene; cDNA EST 
EMBL 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



305460 

tzu700201955.hl 

BLASTX 

g3176686 

308 

3.0e-28 

117 

57 

(AC003671) Similar to high affinity potassium transporter, 
HAK1 protein gb_U22945 from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 

305461 

tzu700201996.hl 

BLASTX 

g2146735 

377 

2.0e-36 

111 

71 

glucose- 6-phosphate 1-dehydrogenase (EC 1.1.1.49) (clone 
E5) - Arabidopsis thaliana (fragment) 

>gi_1166405_emb_CAA59011_ (X84229) glucose-6-phosphate 
1-dehydrogenase [Arabidopsis thaliana] 

305462 

tzu700202053.hl 

BLASTX 

g4164473 

155 

1.0e-10 
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# 



Match length 

% identity 

NCBI Description 



36 
78 

(AF061157) negatively light-regulated protein [Vernicia 
fordii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



305463 

tzu700202072.hl 

BLASTX 

g3582344 

325 

1.0e-30 

71 

87 

(AC005496) putative cell division protein [Arabidopsis 
thaliana] 

305464 

tzu700202084.hl 

BLASTX 

g3242789 

265 

9.0e-24 

72 

74 

(AF055357) respiratory burst oxidase protein D [Arabidopsis 
thaliana] 

305465 

tzu700202091.hl 

BLASTX 

g!709000 

327 

5.0e-31 

66 

91 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOS YLT RAN SFE RASE 1) (ADOMET SYNTHETASE 1) 
>gi_960357__dbj_BAA09895_ (D63835) S-adenosylmethionine 
synthetase [Hordeum vulgare] 

305466 

tzu700202123.hl 

BLASTX 

g2505865 

188 

9.0e-15 

72 

50 

(Y12227) putative topoisomerase [Arabidopsis thaliana] 
305467 

tzu700202149.hl 

BLASTX 

gl710780 

168 

2.0e-12 
38 
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% identity 

NCBI Description 



84 

4 OS RIBOSOMAL PROTEIN S9 (SI) >gi_1321917_emb_CAA65433_ 
(X96613) cytoplasmic ribosomal protein S7 [Podospora 
anserina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305468 

tzu700202226.hl 

BLASTX 

gl899060 

297 

2.0e-27 

74 

78 

(U79669) endosperm C-24 sterol methyltransf erase [Zea mays] 
305469 

tzu700202231.hl 

BLASTX 

g3831457 

167 

3.0e-12 

53 

55 

(AC005700) putative ion channel protein [Arabidopsis 
thaliana] 

305470 

tzu700202233.hl 

BLASTX 

g2462911 

197 

1.0e-15 

41 

85 

(Z83832) UDP-glucose: sterol glucosyltransf erase [Avena 
sativa] 



Seq. No. 


305471 


Seq. ID 


tzu700202269.hl 


Method 


BLASTX 


NCBI GI 


g4100433 


BLAST score 


137 


E value 


1.0e-08 


Match length 


42 


% identity 


64 


NCBI Description 


(AF000378) beta-glucosidase [Glycine ] 


Seq. No. 


305472 


Seq. ID 


tzu700202311.hl 


Method 


BLASTN 


NCBI GI 


g303856 


BLAST score 


61 


E value 


7.0e-26 


Match length 


69 


% identity 


97 


NCBI Description 


Rice mRNA for ubiquitin protein fused 




protein, complete cds 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305473 

tzu700202351.hl 

BLASTX 

gl31770 

187 

1.0e-14 

49 

69 

40S RIBOSOMAL PROTEIN S9 (4 OS RIBOSOMAL PROTEIN 1024) 

(VEGETATIVE SPECIFIC PROTEIN V12) >gi__70880_pir R3D024 

ribosomal protein S9.e - slime mold (Dictyostelium 
discoideum) >gi_7353_emb__CAA29844_ (X06636) rpl024 protein 
[Dictyostelium discoideum] 



Seq. No. 


305474 


beq. ID 


tzu /UUzUzibo . hi 


Method 


BLASTX 


NCBI GI 


g4388731 


BLAST score 


O O 1 

ZZ1 


E value 


3 . Oe-19 


Match length 


46 


% identity 




lnudi uescripiion 


liiLUUD4ijj nypounetiicai protein 


Seq. No. 


305475 


Seq. ID 


tzu700202387 .hi 


Method 


BLASTX 


NCBI GI 


g3367522 


BLAST score 


143 


E value 


2 . Oe-09 


Match length 


68 


% identity 


A C 


NCBI Description 


/TirTiCl^ OQO\ "Corn m A A C Ci 1 ^ 

^Auuu4j>yz; bo! gr> iU4oyi comes 




thaliana] 






Seq. ID 


tzu700202431.hl 


Method 


BLASTX 


NCBI GI 


g4588906 


BLAST score 


341 


E value 


3.0e-32 


Match length 


86 


% identity 


78 


NCBI Description 


(AF118149) ribosomal protein S7 


Seq. No. 


305477 


Seq. ID 


tzu700202437.hl 


Method 


BLASTX 


NCBI GI 


g2960120 


BLAST score 


282 


E value 


2.0e-25 


Match length 


101 


% identity 


55 


NCBI Description 


(AL022121) glpK [Mycobacterium ■ 


Seq. No. 


305478 



[Arabidopsis thaliana] 



[Arabidopsis 



[Secale cereale] 



43276 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



tzu700202486.hl 

BLASTX 

g3176715 

308 

1.0e-28 

79 

73 

(AC002392) putative receptor-like protein kinase 
[Arabidopsis thaliana] 



305479 

tzu700202507.hl 

BLASTX 

g3540193 

231 

2.0e-19 

48 

85 

(AC004122) Unknown protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



305480 

tzu700202513.hl 

BLASTX 

g3549667 

271 

5.0e-24 

105 

57 

(AL031394) Arabidopsis dynamin-like protein ADL2 
[Arabidopsis thaliana] 

305481 

tzu700202576.hl 

BLASTX 

g4033424 

274 

1.0e-24 

52 
98 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi_2668746 (AF034947) inorganic 
pyrophosphatase [Zea mays] 

305482 

tzu700202624.hl 

BLASTX 

g3702336 

150 

3.0e-10 

45 

67 

(AC005397) putative 3-methyl-2-oxobutanoate 
hydroxy-methyl-transf erase [Arabidopsis thaliana] 

305483 

tzu700202864.hl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI "Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl076678 
349 

3.0e-33 

82 

87 

ubiquitin / ribosomal protein S27a - potato (fragment) 
305484 

tzu700202887.hl 

BLASTX 

gl944575 

217 

4.0e-18 

50 

78 

(Z94058) pectinesterase [Lycopersicon esculentum] 
305485 

tzu700202891.hl 

BLASTX 

gl076486 

265 

2.0e-23 

62 

74 

ciml protein - soybean >gi_555616 (U03860) cytokinin 
induced message [Glycine max] 

305486 

tzu700202892.hl 

BLASTX 

g2182267 

282 

2.0e-25 

73 

75 

(L37359) lipoxygenase [Hordeum vulgare] 



305487 

tzu700202947.hl 

BLASTX 

g3135611 

265 

9.0e-24 

53 

83 

(AF062485) cellulose synthase 



[Arabidopsis thaliana] 



305488 

tzu700202961.hl 

BLASTX 

gll8104 

174 

2.0e-13 

41 
95 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 



43278 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl iscmerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 



305489 

tzu700203006.hl 

BLASTX 

g322577 

161 

4.0e-ll 

94 

37 

Raf protein kinase homolog CTR1 



Arabidopsis thaliana 



305490 

tzu700203022.hl 

BLASTX 

g3327196 

335 

2.0e-31 

90 
72 

(AB014591) KIAA0691 protein [Homo sapiens] 
305491 

tzu700203050.hl 

BLASTX 

g3075390 

206 

9.0e-17 

71 

55 

(AC004484) protein kinase ARSK1 [Arabidopsis thaliana] 
305492 

tzu700203055.hl 

BLASTN 

g2865393 

200 

1.0e-108 

310 

97 

Zea mays basic leucine zipper protein (liguleless2) mRNA, 
complete cds 

305493 

tzu700203085.hl 

BLASTX 

g3335359 

218 

7.0e-18 

82 
60 

(AC003028) unknown protein [Arabidopsis thaliana] 



Seq. No, 



305494 



43279 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



tzu700203123.hl 

BLASTX 

g3885328 

270 

6.0e-24 

88 

51 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



305495 

tzu700203247.hl 

BLASTX 

g3978578 

198 

1.0e-15 

86 

47 

(AB020528) Polygalacturonase 
trifoliata] 



inhibitor [ Ppncirus 



{ Saccharomyces 
MSP1 protein 



305496 

tzu700203252.hl 
BLASTX 
g462627 
334 

1.0e-31 
92 
68 

MSP1 PROTEIN (TAT -BINDING HOMOLOG 4} 

>gi_1362427_pir A49506 MSP1 protein - yeast 

cerevisiae) >gi_404217_emb_CAA48191_ (X68055) 
[Saccharomyces cerevisiae] >gi_531756_emb_CAA56956_ 
(X81069) probable regulatory subunit of 26S protease 
[ Sacchar omyce s cer e vi s iae ] >gi_l 32 300 4_emb_CAA9 7 0 1 5_ 
(Z72813) ORF YGR028w [Saccharomyces cerevisiae] 

3054 97 

tzu700203269.hl 

BLASTX 

g4512659 

195 

3.0e-15 

46 

76 

(AC006931) putative protein kinase [Arabidopsis thaliana] 
>gi__4544465_gb_AAD22372.1_AC006580_4 (AC006580) putative 
protein kinase [Arabidopsis thaliana] 

305498 

tzu700203307.hl 

BLASTX 

g4512711 

146 

1.0e-09 

51 

59 
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NCBI Description 



(AC006569) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



305499 

tzu700203341.hl 

BLASTN 

gl4275 

254 

1.0e-141 

262 
99 

Triticum aestivum mitochondrial nadl gene, exons 2 & 
305500 

tzu700203377.hl 

BLASTX 

g82306 

303 

4.0e-28 

62 

84 



NCBI Description myb protein 305 - garden snapdragon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



305501 

tzu700203384.hl 

BLASTX 

g461990 

492 

5*0e-50 

96 

98 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_422229_pir S35772 translation elongation factor eEF-1 

alpha chain - fungus {Trichoderma reesei) 
>gi_312887_emb_CAA80554_ (Z23012) translation elongation 

factor la [Hypocrea jecorina] >gi__740014_prf 2004295A 

elongation factor lalpha [Trichoderma reesei] 

305502 

tzu700203389.hl 

BLASTX 

gl076791 

194 

2.0e-15 

54 

67 

calcium-binding protein - maize >gi_2119370_pir S58170 

Calreticulin precursor - maize >gi_577612_emb_CAA86728_ 
(Z46772) calcium-binding protein [Zea mays] 
>gi_927572_emb_CAA61939_ (X89813) Calreticulin precursor 

[Zea mays] >gi_1587033_prf 2205314A calreticulin [Zea 

mays] 

305503 

tzu700203417.hl 

BLASTN 

g341874 

46 
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E value 3.0e-17 
Match length 62 
% identity 94 

NCBI Description Cricetulus sp. histone (H3.2) gene, 5 T end and 5 T flanking 
region 



Co it KFo 
ocy. in (j * 


JU jjU^ 
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Match 1 printh 


66 


?; i dpnt 1 1" v 


100 


NCBI Description 


(U89342) phosphoglucomutase 2 [Zea mays] 


Seq. No, 


305505 


Seq. ID 


tzu700203508.hl 


Method 


BLASTX 


NCBI GI 


gl709970 


BLAST score 


392 


E value 


3.0e-38 


Match length 


108 


% identity 


72 


NCBI Description 


60S RIBOSOMAL PROTEIN L10A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305506 

tzu7,00203653.hl 

BLASTX 

gl33776 

161 

1.0e-ll 

43 

77 

40S RIBOSOMAL PROTEIN S14 >gi_70944_pir R4HY14 ribosomal 

protein S14 - Chinese hamster >gi_88569_pir A25220 

ribosomal protein S14 - human >gi_304525 (M11241) ribosomal 
protein S14 [Cricetulus griseus] >gi_337499 (M13934) 
ribosomal protein S14 [Homo sapiens] >gi__387057 (M35008) 
ribosomal protein S14 [Cricetulus griseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305507 

tzu700203681.hl 

BLASTX 

g3135543 

377 

3.0e-36 

99 

74 

(AF062393) aquaporin [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



305508 

tzu700203694.hl 

BLASTN 

g2270986 

78 

2.0e-36 
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-Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102 
94 

Paracoccidioides brasiliensis 28S ribosomal RNA gene, 
partial sequence 

305509 

tzu700203707.hl 

BLASTX 

g3643611 

149 

4.0e-10 

54 

50 

(AC005395) putative casein kinase [Arabidopsis thaliana] 
305510 

tzu700203717.hl 

BLASTX 

g2662341 

163 

9.0e-12 

32 

97 

(D63580) EF-1 alpha [Oryza sativa] 

>gi_2662345_dbj_BAA23659_ (D63582) EF-1 alpha [Oryza 
sativa] >gi_2662347_dbj_BAA23660_ (D63583) EF-1 alpha 
[Oryza sativa] 

305511 

tzu700203730.hl 

BLASTX 

g2809246 

265 

9.0e-24 

69 

74 

(AC002560) F2401.15 [Arabidopsis thaliana] 
305512 

tzu700203731.hl 

BLASTX 

g4263722 

258 

6.0e-23 

58 

69 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 
305513 

tzu700203733.hl 

BLASTX 

g2342690 

286 

3.0e-26 

67 

82 

(AC000106) Similar to Homo copine I (gb U83246) . 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
305514 

tzu700203846.hl 

BLASTN 

g2431766 

151 

8.0e-80 

162 

99 

Zea mays acidic ribosomal protein P3a (rpp3a) mRNA, 
complete cds 

305515 

tzu700204010.hl 

BLASTX 

g4426964 

148 

5.0e-10 

33 

70 

(AF126255) purple acid phosphatase precursor [Anchusa 
officinalis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305516 

tzu700204022.hl 

BLASTX 

g4098238 

203 

4.0e-16 

96 

56 

(U76384) o-methyltransf erase [Triticum aestivum] 
305517 

tzu700204142.hl 

BLASTX 

g2792210 

153 

3.0e-10 

94 

36 

(AF032683) NBS-LRR type resistance protein [Hordeum 
vulgare] 

305518 

tzu700204169.hl 

BLASTX 

g4584345 

154 

2.0e-10 

35 
83 

(AC007127) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 



305519 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



tzu700204194.hl 

BLASTX" 

g3834324 

227 

6.0e-19 

94 

52 

(AC005679) Similar to gb_X927 62 tafazzins protein from Homo 
sapiens. [Arabidopsis thaliana] 

305520 

tzu700204196.hl 

BLASTX 

g3142303 

268 

9.0e-24 

94 

56 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L49379 from Rattus norvegicus. 
[Arabidopsis thaliana] 

305521 

tzu700204208.hl 

BLASTX 

gl946265 

285 

8.0e-26 

74 

69 

(Y11414) myb [Oryza sativa] 
305522 

tzu700204232.hl 

BLASTX 

g3249064 

299 

2.0e-27 

88 

59 

(AC004473) Strong similarity to trehalose- 6-phosphate 
synthase homolog gb_2245136 from A. thaliana chromosome 4 
contig gb_Z97344. [Arabidopsis thaliana] 

305523 

tzu700204274.hl 

BLASTX 

gl076746 

224 

1.0e-18 

70 
64 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb_CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305524 

tzu700204305.hl 

BLASTX 

g4006918 

203 

6.0e-16 

58 
69 

(Z99708) peroxidase like protein [Arabidopsis thaliana] 
305525 

tzu700204412.hl 

BLASTN 

g4239886 

187 

1.0e-101 

191 

99 

Zea mays mRNA for MAP kinase 4, complete cds 
305526 

tzu700204451.hl 

BLASTX 

g3367519 

316 

2.0e-29 

100 

61 

(AC004392) Contains similarity to gb_U51898 
Ca2+-independent phospholipase A2 from Rattus norvegicus. 
[Arabidopsis thaliana] 

305527 

tzu700204456.hl 

BLASTX 

gl709563 

357 

1.0e-34 

72 
97 

PHENYLALANINE AMMONIA-LYASE >gi_2 13008 l_pir S66313 

phenylalanine ammonia-lyase (EC 4.3.1.5) - rice 
>gi_871494_emb_CAA61198_ (X87946) phenylalanine 
ammonia-lyase [Oryza sativa] 

305528 

tzu700204462.hl 

BLASTX 

g3647233 

421 

1.0e-41 

106 
74 

(AF039748) 40S ribosomal protein S4 [Dictyostelium 
discoideum] 



Seq. No. 



305529 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



tzu700204467.hl 

BLASTX 

g4510339 

322 

2.0e-30 

78 

77 

(AC006921) putative ABC transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305530 

tzu700204479.hl 

BLASTX 

g2191144 

152 

4.0e-10 

64 
48 

(AF007269) A_IG002N01 . 24 gene product [Arabidopsis 
thaliana] 

305531 

tzu700204491.hl 

BLASTX 

gl737220 

432 

6.0e-43 

101 

70 

(U79960) vacuolar sorting receptor homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



305532 

tzu700204543.hl 

BLASTX 

g542157 

246 

3.0e-21 

70 

71 

ribosomal 5S RNA-binding protein - Rice 



305533 

tzu700204574.hl 

BLASTX 

g2130072 

177 

4.0e-13 

78 
51 

ferredoxin — nitrite reductase (EC 
>gi_809514_dbj_BAA09122_ (D50556) 
reductase [Oryza sativa] 

305534 

tzu700204588.hl 
BLASTX 



1.7.7.1) - rice 

f erredoxin-ni trite 
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w 


NCBI GI 


gl362086 


BLAST score 




E value 


z . ue jo 


4— y~t Vi T an/i 1 T"t 

i v ia.t,cn lenguii 


pi 

0 -L 


% identity 


94 


NCBI Description 


5-methylt 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



S-methyl transferase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methylt etrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_8864 71_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 

305535 

tzu700204629.hl 

BLASTX 

g2618686 

249 

2.0e-21 

73 

60 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
305536 

tzu700204637.hl 

BLASTX 

g4539671 

155 

2.0e-10 

47 

62 

(AF061282) serine carboxypeptidase [Sorghum bicolor] 
305537 

tzu700204638.hl 

BLASTX 

g710626 

177 

4.0e-13 

39 
72 

(D30719) ERD15 protein [Arabidopsis thaliana] >gi_3241941 
(AC004625) dehydration-induced protein ERD15 [Arabidopsis 
thaliana] >gi_3894181 (AC005662) ERD15 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305538 

tzu700204648.hl 

BLASTX 

g4567198 

203 

4.0e-16 

83 
48 

(AC007168) putative GTP-binding protein [Arabidopsis 
thaliana] 
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53 
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NCBI Description 


GLUCOSE TRANSPORTER 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(SUGAR CARRIER) >gi_81619_pir S12042 

glucose transport protein STP1 - Arabidopsis thaliana 
>gi_16520_emb_CAA39037_ (X55350) glucose transporter 
[Arabidopsis thaliana] 

305543 

tzu700204754.hl 

BLASTX 

gl352469 

567 

1.0e-58 

101 
98 

BETA-FRUCTOFURANOSIDASE, CELL WALL ISOZYME PRECURSOR 
( SUCROSE- 6-PHOSPHATE HYDROLASE) (INVERTASE) >gi_736359 

(U17695) invertase [Zea mays] >gi_1582380_prf 2118364A 

cell wall invertase [Zea mays] 



Seq. No, 



305544 
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Seq. ID 


t zu700204755 hi 
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(AL021961) putative protein [Arabidopsis thaliana] 
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Seq. No. 


305549 


Seq. ID 


tzu700204926.hl 


Method 


BLASTX 


NCBI GI 


g4587556 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



346 

7.0e-33 

99 

61 

(AC006577) Similar to gi_1653162 (p)ppGpp 
3-pyrophosphohydrolase from Synechocystis sp genome 
gb_D90911. EST gb_W43807 comes from this gene. 
[Arabidopsis thaliana] 

305550 

tzu700204929.hl 

BLASTX 

g2144191 

147 

2.0e-09 

60 

48 

glucan 1, 4-beta-glucosidase (EC 3.2.1.74) - Microbispora 
bispora >gi_149826 (L06134) glucan-glucohydrolase 
[Microbispora bispora] 

305551 

tzu700204940.hl 

BLASTX 

g2435522 

151 

5.0e-10 

47 

60 

(AF024504) contains similarity to other AMP-binding enzymes 
[Arabidopsis thaliana] 

305552 

tzu700205015.hl 

BLASTX 

g!771160 

231 

8.0e-20 

73 

70 

(X98929) SBT1 [Lycopersicon esculentum] 
>gi_3687305_emb_CAA06999_ (AJ006378) subtilisin-like 
protease [Lycopersicon esculentum] 

305553 

tzu700205019.hl 

BLASTX 

g417716 

212 

1.0e-17 

65 

63 

40S RIBOSOMAL PROTEIN S28 >gi_422182_pir A46703 ribosomal 

protein S23.e - yeast (Saccharomyces cerevisiae) >gi_172498 
(M96570) ribosomal protein S28 [Saccharomyces cerevisiae] 
>gi_172500 (M96571) ribosomal protein S28 [Saccharomyces 
cerevisiae] >gi_1066485 (U40829) 40S ribosomal protein S28 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Swiss Prot. accession number P32827) [Saccharomyces 
cerevisiae] >gi_1323191_emb_CAA97128_ (Z72903) ORF YGR118w 
[Saccharomyces cerevisiae] 

305554 

tzu700205020.hl 

BLASTX 

g4587583 

195 

2.0e-15 

63 

49 

(AC007232) hypothetical protein; 5 T partial [Arabidopsis 
thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305555 

tzu700205079.hl 

BLASTX 

g2262166 

161 

2.0e-18 

63 

84 

(AC002329) hypothetical protein [Arabidopsis thaliana] 





Seq. No. 


305556 




Seq. ID 


tzu700205090.hl 




Method 


BLASTX 




NCBI GI 


g2760844 




BLAST score 


176 




E value 


5.0e-13 




Match length 


50 




% identity 


64 




NCBI Description 


(AC003105) hypothetical protein [Arabidopsis thaliana; 




Seq. No. 


305557 




Seq. ID 


tzu700205132.hl 




Method 


BLASTX 




NCBI GI 


g3927806 




BLAST score 


274 




E value 


2.0e-24 




Match length 


95 




% identity 


59 




NCBI Description 


(U96439) aminoalcoholphosphotransf erase [Pimpinella 






brachycarpa] 




Seq. No. 


305558 




Seq. ID 


tzu700205143.hl 




Method 


BLASTN 




NCBI GI 


g7271142 




BLAST score 


112 




E value 


3.0e-56 




Match length 


170 




% identity 


93 




NCBI Description 


F.hygrometrica 25S rRNA gene 



Seq. No. 305559 
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NCBI Description 


(aluuuj4o) i/JMy.14 [ AraJoiaopsis tna±xanaj 
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NCBI Description 


protein H2A - wheat >gi 536890 dbj BAA07277 



complete cds- 



(D38088) 



protein H2A [Triticum aestivum] 



Seq. No. 305563 

Seq. ID tzu700205526.hl 

Method BLASTX 

NCBI GI g4544412 

BLAST score 284 

E value 1.0e-25 

Match length 92 

% identity 55 

NCBI Description (AC006955) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 305564 

Seq. ID tzu700205543.hl 

Method BLASTX 

NCBI GI g2947063 

BLAST score 168 

E value 4.0e-12 

Match length 81 
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NCBI Description 



46 

(AC002521) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

305565 

tzu700205546.hl 

BLASTX 

g4008441 

173 

6.0e-13 

42 
79 

(AL034488) predicted using Genefinder; cDNA EST yk433c6.3 
comes from this gene; cDNA EST EMBL:D72601 comes from this 
gene; cDNA EST EMBL:D75524 comes from this gene; cDNA EST 
yk433c6.5 comes from this gene [Caenorhabditis elegans] 

305566 

tzu700205554.hl 

BLASTN 

g22292 

102 

2.0e-50 

158 

91 

Z.mays mRNA for glycine-rich protein 
305567 

tzu700205626.hl 

BLASTX 

g4321762 

213 

2.0e-17 

72 

61 

(AFO 61107) transcription factor MYC7E [Zea mays] 
305568 

tzu700205786.hl 

BLASTN 

g3420038 

88 

6.0e-42 

123 

47 

Zea mays gypsy/Ty3-type retrotransposon Tekay, complete 
sequence 

305569 

tzu700205862.hl 

BLASTX 

g2827715 

284 

1.0e-25 

89 
65 

(AL021684) receptor protein kinase - like protein 



43294 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305570 

tzu700205984.hl 

BLASTN 

g2370460 

83 

6.0e-39 

160 

94 

Sorghum bicolor mRNA for putative glycoprotein 



305571 

tzu700206003.hl 

BLASTX 

g!220453 

174 

5.0e-13 

35 
80 

(M79328) alpha-amylase 



[Solanum tuberosum] 



305572 

tzu700206042.hl 

BLASTX 

g2827650 

223 

8.0e-19 

57 
72 

(AL021637) potassium transporter-like protein [Arabidopsis 
thaliana] 

305573 

tzu700206068.hl 

BLASTX 

g3559805 

199 

5.0e-16 

52 
69 

(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



305574 

tzu700206069.hl 

BLASTX 

g2642156 

162 

2.0e-ll 

76 

45 

(AC003000) hypothetical protein [Arabidopsis thaliana] 
305575 

tzu700206106.hl 
BLASTX 



43295 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2342690 
441 

7.0e-44 

123 

69 

(AC000106) Similar to Homo copine I 
[Arabidopsis thaliana] 



(gb U83246) 



beg* jmo. 


*5 n r c n a 


oeq* ±u 


tizu / uuzuoiio . ni 


Method 


DT TV GTV 


LNL/JDl bl 


4/11 7Q 
y Z ft f± 1 / o 


dLAoI score 


on q 

z i y 


E value 


z • ue 


Match length 


73 


% identity 


75 


NCBI Description 


(U94784) unconventional myosin 


Seq. No, 


305577 


Seq. ID 


tzu7 002 0614 6 . hi 


Method 


BLASTX 


NCBI GI 


g4587578 


BLAST score 


325 


E value 


3 . ue-30 


Match length 


122 


% identity 


54 


NCBI Description 


(AC006550) Belongs to PF_00004 




various cellular activities. [J 


Seq. No. 


o n c mo 


Seq. ID 


tzu700206163.hl 


Method 


BLASTX 


NCBI GI 


goooooll 


BLAST score 


o r n 

359 


E value 


2.0e-34 


Match length 


103 


% identity 


59 


NCBI Description 


(AC004665) unknown protein [Ar. 


Seq. No. 


305579 


Seq. ID 


tzu700206166.hl 


Method 


BLASTX 


NCBI GI 


g3193284 


rJiiAoi score 


Zoo 


E value 


3.0e-20 


Match length 


69 


% identity 


64 


NCBI Description 


(AF069298) No definition line ; 


Seq. No. 


305580 


Seq. ID 


tzu700206188.hl 


Method 


BLASTX 


NCBI GI 


gl899188 


BLAST score 


323 


E value 


3.0e-30 


Match length 


88 


% identity 


59 



[Helianthus annuus] 



associated with 
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DMA hi nrH nrr nrnf-pi n APRF TMi rnl- 

\U?U£1lJ LfvirX JJ_LIiU.J.xiy piULClIl irLV^JD £ L1NJ.\— vJL. 


beg* wo. 


one CO 1 




+■ 7n7 0090^1 Q9 hi 
LZU / UUiUDl^i .ni 


Method. 




NCBI GI 


g248338 


BLAST score 


214 


E value 


1 . ue— 11 / 


Match length 


Ol Q 


% identity 


Q C 
OO 


NCBI Description 


polyubiquitm [inaize/ Genomic, 3439 nt] 


beq. jno. 




064. ID 


Lzu /uuzuoojy . ni 




PT A QrPV 
oljfib I A 


NCBI GI 


g!149569 


BLAST score 


356 


E value 


0 . Ue-o4 


Matcn length 


"I *1 0 

118 


-s identity 


f n 
oU 


nlbi Description 


[ZidUodI) HD-zip [AraDiaopsis tnaiianaj 


Seq. No. 


0 a c c a n 

305583 


oeg. iu 


rzu / uuzuo4^;z . ni 


ixie inoa 


DijAb 1 A 


NCBI GI 


all73257 


BLAST score 


250 


E value 


5.0e-22 


Match length 


59 


% identity 


75 


NCBI Description 


40S RIBOSOMAL PROTEIN S4 >gi 107 6674 jpir 



protein S4 - potato >gi__457803_emb_CAA54095_ (X76651) 
ribosomal protein S4 [Solanum tuberosum] 



Seq. No. 


305584 


Seq. ID 


tzu700206454.hl 


Method 


BLASTX 


NCBI GI 


g3953471 


BLAST score 


420 


E value 


1.0e-41 


Match length 


101 


% identity 


72 


NCBI Description 


(AC002328) F2202.16 [Arabidopsis thai. 


Seq. No. 


305585 


Seq. ID 


tzu700206489.hl 


Method 


BLASTX 


NCBI GI 


gl362086 


BLAST score 


440 


E value 


7.0e-44 


Match length 


92 


% identity 


93 


NCBI Description 


5-methyltetrahydropteroyltriglutamate- 



S-methyl transferase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransferase (EC 2.1.1.14) - Madagascar periwinkle 
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>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305586 

tzu700206505.hl 

BLASTX 

gl076291 

278 

2.0e-32 

109 

64 

amino acid transporter AAT1 - Arabidopsis thaliana 
>gi_2911069_emb_CAA17531.1_ (AL021960) amino acid transport 
protein AAT1 [Arabidopsis thaliana] 

305587 

tzu700206514.hl 

BLASTX 

g2347188 

168 

6.0e-12 

65 

55 

(AC002338) laccase isolog [Arabidopsis thaliana] 
>gi_3150401 (AC004165) putative laccase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305588 

tzu700206527.hl 

BLASTX 

g2804612 

521 

2.0e-53 

107 

93 

(U81165) MOD-E [Podospora anserina] 
305589 

tzu700206575.hl 

BLASTN 

g22144 

282 

1.0e-157 

325 

97 

Maize anaerobically regulated gene for fructose 
bisphosphate aldolase (EC 4.1.2.13) 

305590 

tzu700206603.hl 

BLASTX 

g2462834 

150 

8.0e-10 

56 

48 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
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jUjj 






LZ.U / UuZ U vUiO • J.1X 




Method 


BLASTX 




NCBI GI 


g4056506 




rsjjiiDi score 






E value 


O Ha 1 T 

z . ue—i / 




Match length 


/ O 






C O 




NCBI Description 


(ALUuooyb) noauiin-iiKe protein [AraJoiaopsis 


tnaiiana J 


OeCJ. JMO . 






C orr Tfl 
OtrCJ • 1U 






Mot - Vi 






NCBI GI 


g399854 




BLAST score 


165 




E value 


1.0e-ll 




Match length 


57 




% identity 


67 




NCBI Description 


HI STONE H2B.2 >gi 283042 pir S28049 histone 


H2B - mai 



>gi_22325_emb_CAA40565_ (X57313) H2B histone [Zea mays] 



■nf- 


Seq. No. 


305593 




Seq. ID 


tzu700206688.hl 




Method 


BLASTX 




NCBI GI 


g2827082 




BLAST score 


185 




E value 


2.0e-14 




Match length 


53 




% identity 


70 




NCBI Description 


(AF020272) malate dehydrogenase [Medicago sativa] 




Seq. No. 


305594 




Seq. ID 


tzu700206727.hl 




Method 


BLASTX 




NCBI GI 


g3212869 




BLAST score 


218 




E value 


3.0e-35 




Match length 


91 




% identity 


82 




NCBI Description 


(AC004005) unknown protein [Arabidopsis thaliana] 




Seq. No. 


305595 




Seq. ID 


tzu700206728.hl 




Method 


BLASTX 




NCBI GI 


g4521167 




BLAST score 


344 




E value 


1.0e-32 




Match length 


105 




% identity 


57 




NCBI Description 


(AB011375) 26,29kDa proteinase [Sarcophaga peregrina] 




Seq. No. 


305596 




Seq. ID 


tzu700206761.hl 




Method 


BLASTX 




NCBI GI 


g2494174 




BLAST score 


299 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



2.0e-40 

106 

79 

GLUTAMATE DECARBOXYLASE 1 (GAD 1) >gi_497 979 (U10034) 
glutamate decarboxylase [Arabidopsis thaliana] 

305597 

tzu700206818.hl 

BLASTX 

gl350783 

152 

4.0e-10 

99 

41 

RECEPTOR-LIKE PROTEIN KINASE 5 PRECURSOR 

>gi_282883_pir S27756 receptor-like protein kinase 

precursor - Arabidopsis thaliana >gi_166850 (M84660) 
receptor-like protein kinase [Arabidopsis thaliana] 
>gi_2842492_emb_CAA16889_ (AL021749) receptor-like protein 
kinase 5 precursor (RLK5) [Arabidopsis thaliana] 

305598 

tzu700206819.hl 

BLASTX 

g3122071 

444 

2.0e-44 

86 

99 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) 

>gi_2130148_pir S66339 translation elongation factor eEF-1 

alpha chain - maize >gi_1321656_dbj__BAA0824 9__ (D45408) 
alpha subunit of tlanslation elongation factor 1 [Zea mays] 

305599 

tzu700206836.hl 

BLASTX 

g2576361 

234 

9.0e-20 

54 

76 

(U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 

305600 

tzu700206861.hl 

BLASTX 

gl684913 

255 

2.0e-22 

76 

61 

(U77888) receptor-like protein kinase [Ipomoea nil] 
305601 

tzu700206891.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g246248 

240 

8.0e-21 

68 
71 

GmPK2=protein kinase [Glycine max L.=soybeans, Peptide, 
aa] 



119 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305602 

tzu700206894.hl 

BLASTX 

gl632822 

153 

1.0e-10 
50 
64 

(Y08962) 
(U77297) 



transmembrane protein [Oryza sativa] >gi_1667594 
transmembrane protein [Oryza sativa] 



305603 

tzu700206931.hl 

BLASTX 

gl01772 

441 

6.0e-44 

108 

74 

anthranilate synthase multifunctional protein 
awamori 



Aspergillus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



305604 

tzu700206973.hl 

BLASTX 

g4105772 

277 

8.0e-25 

77 

65 

(AF049917) PGP9B 



[Petunia x hybrida] 



305605 

tzu700206979.hl 

BLASTX 

g2677830 

216 

5.0e-18 

56 

80 

(U93168) ribosomal protein L12 
305606 

tzu700207017.hl 

BLASTX 

g2511715 

416 

5.0e-41 



[Prunus armeniaca] 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



105 
74 

(AF019380) putative phosphatidylinositol-4 -phosphate 
5-kinase [Arabidopsis thaliana] 

305607 

tzu700207035.hl 

BLASTX 

g2244940 

182 

1.0e-22 

67 

85 

(Z97339) hypothetical protein [Arabidopsis thaliana] 
305608 

tzu700207045.hl 

BLASTX 

g312179 

353 

1.0e-33 

74 

93 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphor ylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 

305609 

tzu700207068.hl 

BLASTX 

gl699220 

153 

3.0e-10 

102 

39 

D-ERp60-protein disulphide isomerase 

isoform/multifunctional endoplasmic reticulum luminal 
polypeptide [Drosophila melanogaster, Peptide, 489 aa] 

305610 

uC-zmflB73002a04bl 

BLASTX 

g3510255 

191 

2.0e-14 

57 

67 

(AC005310) hypothetical protein [Arabidopsis thaliana] 
305611 

uC-zmflB73002bl0bl 

BLASTX 

g2460298 

234 

1.0e-19 



43302 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



119 
38 

(AF022152) AP-3 complex beta3B subunit [Homo sapiens] 
305612 

uC- zmf 1B7 3 0 0 2 cO 3bl 

BLASTX 

gl29939 

343 

2.0e-32 

113 

51 

POLYGALACTURONASE 2A PRECURSOR (PG-2A) (PECTINASE) 

>gi_82101joir A25534 polygalacturonase {EC 3.2.1.15) 

precursor - tomato >gi_19292_emb_CAA28254_ (X04583) 
precursor polypeptide (AA -71 to 386) [Lycopersicon 
esculentum] >gi_19298_emb_CAA29148_ (X05656) 
polygalacturonase (AA 1-457) [Lycopersicon esculentum] 
>gi_170473 (M37304) polygalacturonase [Lycopersicon 
esculentum] >gi_295813_emb_CAA32235_ (X14074) 
polygalacturonase [Lycopersicon esculentum] 

305613 

uC-zmflB73002el2bl 

BLASTX 

gl23593 

201 

3.0e-16 

59 

75 

HEAT SHOCK 70 KD PROTEIN >gi_82697_j>ir A2508 9 heat shock 

protein 70 - maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305614 

uC-zmflB73002fllbl 

BLASTX 

g3386613 

329 

1.0e-30 

82 

79 

(AC004 665) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



305615 

uC-zmflB73003dl2bl 

BLASTX 

g2384758 

167 

4.0e-12 

50 

76 

(AF016896) GDP dissociation inhibitor protein OsGDIl [Oryza 
sativa] 

305616 

uC-zmflB73003f02bl 



43303 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3688588 

49 

7.0e-19 

81 

90 

Triticum aestivum TaMADSfll mRNA for MADS box transcription 
factor, complete cds 

305617 

uC-zmflB73003g01bl 

BLASTX 

g4263721 

200 

6.0e-16 

91 
46 

(AC006223) putative DNA repair protein RAD50 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



305618 

uC-zmflB73004a04bl 

BLASTX 

g4204265 

254 

7.0e-22 

104 

46 

(AC005223) 45643 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305619 

uC-zmflB73004b02bl 

BLASTX 

g4263787 

164 

2.0e-ll 

43 
74 

(AC006068) unknown protein 



305620 

uC-zmflB73004bllbl 

BLASTX 

gl708107 

346 

1.0e-32 

91 

80 

HISTONE H2B >gi_473605 



[Arabidopsis thaliana] 



(U08226) histone H2B [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



305621 

uC-zmflB73004c04bl 

BLASTX 

g2160166 

167 

1.0e-ll 
74 



43304 



% identity 

NCBI Description 



50 

(AC000132) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305622 

uC-zmflB73004d01bl 

BLASTN 

g22332 

72 

1.0e-32 

80 
97 

Z.mays HRGP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305623 

uC-zmflB73004e02bl 

BLASTX 

gll4420 

310 

2.0e-28 

80 

80 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi__100882_pir S11491 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - maize 
>gi_22173_emb_CAA38140__ (X54233) ATPase Fl subunit protein 
[Zea mays] >gi_897 618 (M36087) F-l-ATPase subunit 2 [Zea 
mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305624 

uC-zmflB73004f04bl 

BLASTX 

g2274859 

394 

3.0e-38 

73 

96 

(AJ000016) Cksl protein [Arabidopsis thaliana] 
>gi_4510420_gb_AAD21506.1_ (AC006929) putative 
cyclin-dependent kinase regulatory subunit [Arabidopsis 
thaliana] 



Seq. No. 305625 

Seq. ID uC-zmflB73004f08bl 

Method BLASTX 

NCBI GI g4406807 

BLAST score 175 

E value 3.0e-22 

Match length 73 

% identity 81 

NCBI Description (AC006201) putative elongation factor beta-1 [Arabidopsis 
thaliana] 

Seq. No. 305626 

Seq. ID uC-zmflB73004hl2bl 

Method BLASTX 

NCBI GI g4467137 

BLAST score 228 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



6.0e-19 

67 

67 

(AL035540) putative protein [Arabidopsis thaliana] 
305627 

uC- zmf 1B7 300 5b0 3bl 

BLASTX 

g!37460 

339 

4.0e-33 

99 

78 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 

SUBUNIT) >gi_67952_pir PXPZV9 H+-transporting ATPase (EC 

3.6.1.35), vacuolar, 69K chain - carrot >gi_167560 (J03769) 
vacular H+-ATPase [Daucus carota] 

305628 

uC-zmflB73005d01bl 

BLASTX 

gl23558 

185 

6.0e-14 

87 
43 

CHLOROPLAST SMALL HEAT SHOCK PROTEIN PRECURSOR 

>gi_71500_pir HHPM21 heat shock protein 21 precursor - 

garden pea >gi_20764_emb_CAA30167_ (X07187) pre-hsp21 (AA 1 
- 232) [Pisum sativum] 

305629 

uC-zmflB73005g07bl 

BLASTN 

g22174 

38 

2.0e-12 

66 
89 

Maize Aux311 gene for auxin-binding protein 
305630 

uC-zmflB73005gl0bl 

BLASTX 

g2104534 

178 

1.0e-13 

47 
74 

(AF001308) hypothetical protein [Arabidopsis thaliana] 
305631 

uC-zmflB73006a07bl 

BLASTN 

g2198852 

60 

6.0e-25 



43306 



Match length 

% identity 

NCBI , Description 



112 
88 

Zea mays cystathionine gamma -synthase (CGS1) gene, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



305632 

uC-zmflB73006bl2bl 

BLASTN 

g4140643 

61 

1.0e-25 

225 
88 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

305633 

uC-zmflB73006d03bl 

BLASTX 

gl22022 

431 

1.0e-42 

127 

72 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 

305634 

uC-zmflB73006g01bl 

BLASTX 

g2117634 

214 

4.0e-17 

141 

38 

lipoxygenase (EC 1.13.11.12) - common tobacco 
>gi_899344_emb_CAA58859_ (X84040) lipoxygenase [Nicotiana 
tabacum] 

305635 

uC-zmflB73006g07bl 

BLASTX 

g2342679 

221 

7.0e-18 

128 

37 

(AC000106) Similar to Vicia sativa ENBP1 (gb__X95995) . 
[Arabidopsis thaliana] 

305636 

uC-zmflB73006gllbl 

BLASTX 

g283037 

153 

2.0e-10 



43307 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 
54 

chitinase (EC 3.2.1.14) A - maize 



305637 

uC-zmflB73007a09bl 

BLASTX 

g2104679 

276 

2.0e-24 

120 
49 

(X97 906) transcription factor 



[Vicia faba] 



305638 

uC-zmflB73007b08bl 

BLASTX 

gll68547 

247 

6.0e-21 

63 
71 

HOMEOBOX-LEUCINE ZIPPER PROTEIN ATHB-6 (HD-ZIP PROTEIN 

ATHB-6) >gi_629505_pir S47136 homeotic protein Athb-6 

Arabidopsis thaliana >gi_4 99162_emb_CAA47427_ (X67034) 
Athb-6 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305639 

uC~zmflB73007c04bl 

BLASTN 

g2668741 

128 

9.0e-66 

172 
94 

Zea mays glycine-rich RNA binding protein 
complete cds 



(GRP) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305640 

uC-zmflB73007c07bl 

BLASTX 

gl871187 

253 

9.0e-22 

92 

53 

(U90439) unknown protein 
305641 

uC-zmflB73007cl0bl 

BLASTX 

gl001935 

539 

3.0e-55 

110 

96 

(X81199J ZMM1 [Zea mays] 



[Arabidopsis thaliana] 



>gi__1167914 (U31522) MADS box 



43308 



protein [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



305642 

uC-zmflB73007cl2bl 

BLASTX 

g2984709 

347 

7.0e-33 

74 

91 

(AF0534 68) DnaJ-related protein 



ZMDJ1 [Zea mays] 



305643 

uC-zmflB73007d02bl 

BLASTX 

g286122 

375 

4.0e-49 

98 

100 

(D14576) glutamine synthetase [Zea mays] 
305644 

uC-zmflB73007d08bl 

BLASTX 

g4096099 

642 

3.0e-67 

124 

100 

(U23161) NADPH-dependent reductase [Zea mays] 
305645 

uC-zmflB73007e03bl 

BLASTX 

g2668744 

284 

1.0e-25 

73 

74 

(AF034946) ubiquitin conjugating enzyme [Zea mays] 
305646 

uC-zmflB73007g03bl 

BLASTN 

g2921303 

45 

1.0e-16 

69 

91 

Zea mays herbicide safener binding protein (SBP1) mRNA, 
complete cds 

305647 

uC-zmflB73007g07bl 

BLASTX 

g2244971 



43309 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E - value 

Match length 

% identity 

NCBI Description 



372 

9.0e-36 

97 

71 

(Z97340) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



305648 

uC-zmflB73007g08bl 

BLASTX 

g4581207 

441 

9.0e-44 

131 

63 

(Y17914) cyclic nucleotide and calmodulin-regulated ion 
channel [Arabidopsis thaliana] 

305649 

uC-zmflB73007gllbl 

BLASTX 

g2984709 

287 

6.0e-26 

66 

82 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 
305650 

uC-zmflB73008a07bl 

BLASTX 

g2564237 

317 

1.0e-37 

106 
72 

(Y10112) omega-6 desaturase [Gossypium hirsutum] 
305651 

uC-zmflB73008b02bl 

BLASTX 

g3880625 

270 

1.0e-23 

89 

56 

(Z93785) predicted using Genefinder; similar to RNA 
recognition motif, (aka RRM, RBD, or RNP domain) ; cDNA EST 
EMBL:T01682 comes from this gene; cDNA EST EMBL:M75823 
comes from this gene; cDNA EST EMBL:D27559 comes from this 
ge 

305652 

uC-zmflB73008bl0bl 

BLASTX 

g3789940 

250 

2.0e-21 



43310 - 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



117 
14 

(AF093504) tetra-ubiquitin [Saccharum hybrid cultivar 
H32-8560] 

305653 

uC-zmflB73008c07bl 

BLASTX 

gl871182 

226 

1.0e-18 

132 

42 

(U90439) phospholipase D isolog [Arabidopsis thaliana] 
305654 

uC-zmflB7 3008cllbl , 

BLASTN 

g22149 

47 

2.0e-17 

191 

78 

Z.mays mRNA for alpha-tubulin 
305655 

uC-zmflB73008dllbl 

BLASTX 

g4467128 

250 

2.Ge-21 

99 

56 

(AL035538) putative protein [Arabidopsis thaliana] 
305656 

uC-zmflB73008e05bl 

BLASTX 

g2464901 

235 

1.0e-19 

60 

77 

(Z99708) putative protein [Arabidopsis thaliana] 
305657 

uC-zmflB73008f02bl 

BLASTX 

g4582787 

348 

6.0e-33 

104 

70 

(AJ012281) adenosine kinase [Zea mays] 
305658 

uC-zmflB73008f08bl 



43311 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl35411 

359 

3.0e-34 

90 

76 

TUBULIN ALPHA- 2 CHAIN >gi_82732_pir S15772 tubulin alpha-2 

chain - maize >gi_22148_emb_CAA33733_ (X15704) 
alpha2-tubulin [Zea mays] 

305659 

uC-zmflB73008g02bl 

BLASTX 

gl345587 

550 

1.0e-56 

112 
100 

14-3-3-LIKE . PROTEIN GF14-6 >gi_998430_bbs_164522 (S77133) 
GF14-6-14-3-3 protein homolog [Zea mays, XL80, Peptide, 261 
aa] [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305660 

uC-zmflB73008g09bl 

BLASTN 

g21856 

86 

9.0e-41 

223 
86 

Wheat rDNA 25S-18S intergenic region EcoRI-BamHI fragment 
305661 

uC- zmf 1B7 3 0 0 9a0 6bl 

BLASTX 

gl37460 

295 

7.0e-27 

73 

85 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 

SUBUNIT) >gi_67952_pir PXPZV9 H+-transporting ATPase (EC 

3.6.1.35), vacuolar, 69K chain - carrot >gi_167560 (J03769) 
vacular H+-ATPase [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305662 

uC-zmflB73009bl2bl 

BLASTX 

g3096935 

353 

2.0e-33 

97 

76 

(AL023094) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



305663 

uC-zmflB73009e03bl 



43312 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match . length 

% identity 

NCBI Description 



BLASTX 

g3075394 

403 

2.0e-39 

100 

78 

{AC004484] 
thaliana] 



putative beta-ketoacyl-CoA synthase [Arabidopsis 
>gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 



protein [Arabidopsis thaliana] 
305664 

uC- zmf 1B7 3 0 0 9g0 lbl 

BLASTX 

g2984709 

343 

2.0e-32 

72 

90 

(AF053468) DnaJ-related protein 



ZMDJ1 [Zea mays] 



305665 

uC-zmflB73009h01bl 

BLASTX 

g2642448 

146 

4.0e-09 

106 

34 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



305666 

uC-zmflB73010a08bl 

BLASTN 

g22275 

134 

3.0e-69 

368 

84 

Maize mRNA for ferritin (clone FM1) 



305667 

uC-zmflB73010a09bl 

BLASTX 

g4249385 

295 

1.0e-26 

74 
74 

(AC005966) T2K10.11 



[Arabidopsis thaliana] 



305668 

uC-zmflB73010alObl 

BLASTX 

g2341061 

149 



43313 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-10 

63 

52 

(U73459) translational initiation factor eIF-4A [Zea mays] 
305669 

uC-zmflB73010d02bl 

BLASTX 

g2984709 

502 

7.0e-51 

99 
96 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 
305670 

uC-zmflB73010d09bl 

BLASTX 

g2245044 

156 

2.0e-10 

96 
38 

(Z97342) similarity to reverse transcriptase - Arabidopsis 
thaliana retrotransposon 2 (fragment) [Arabidopsis 
thaliana] 

305671 

uC-zmflB73010f02bl 

BLASTX 

gl34597 

162 

5.0e-12 

69 

55 

SUPEROXIDE DISMUTASE-4A (CU-ZN) >gi_100 92 6_pir S07007 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) 4, cytosolic - 
maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



305672 

uC-zmflB73010g04bl 

BLASTX 

g3776581 

489 

3.0e-49 

168 

55 

(AC005388) Similar to Beta integral membrane protein 
homolog gb_U43629 from A. thaliana. [Arabidopsis thaliana] 

305673 

uC-zmflB73010gllbl 

BLASTN 

gl800216 

40 

5.0e-13 
127 



43314 



% identity 90 

NCBI Description Sorghum bicolor phytochrome B 



(PHYB) gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305674 

uC-zmflB73021a01bl 

BLASTX 

g3776005 

398 

1.0e-38 

90 

87 

(AJ0104 66) RNA helicase [Arabidopsis thaliana] 
305675 

uC-zmflB73021a09bl 

BLASTX 

g232033 

165 

1.0e-ll 

70 

56 

ELONGATION FACTOR 1 BETA' >gi_479830_j>ir S35501 

translation elongation factor eEF-1 beta' chain - wheat 
>gi_218341_dbj_BAA02436_ (D13147) elongation factor 1 beta' 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305676 

uC-zmflB73021b08bl 

BLASTX 

g4204315 

384 

5.0e-37 

146 

53 

(AC003027) Unknown protein [Arabidopsis thaliana] 
3*55677 

uC-zmflB73021cl0bl 

BLASTN 

g22237 

43 

4.0e-15 

178 
80 

Maize mRNA for cytosolic GAPDH (GapC) 
glyceraldehyde-3~phosphate dehydrogenase 

305678 

uC-zmflB73021dllbl 

BLASTX 

g2586082 

156 

2.0e-10 

116 

36 

(U72725) retrofit [Oryza longistaminata] 



43315 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305679 

uC-zmflB73021e05bl 

BLASTX 

g3452497 

262 

7.0e-23 

131 

47 

(Y17796) ketol-acid reductoisomerase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305680 

uC-zmflB73021e06bl 

BLASTX 

gl36063 

215 

2.0e-17 

111 

50 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_68426_pir ISZMT triose-phosphate isomerase (EC 

5.3.1.1) - maize >gi_168647 (L00371) triosephosphate 
isomerase 1 [Zea mays] >gi_21797 4_dbj_BAA00009_ (D00012) 
triosephosphate isomerase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305681 

uC-zmflB73021e07bl 

BLASTX 

gl762144 

371 

2.0e-35 

119 

59 

(U48435) putative cytochrome P450 



[Solanum chacoense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



305682 

uC-zmflB73021f05bl 

BLASTN 

g2668739 

140 

6.0e-73 

169 

95 

Zea mays 
complete 



translation initiation 
cds 



factor GOS2 (TIF) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305683 

uC-zmflB73021h04bl 

BLASTN 

g2995383 

72 

2.0e-32 

119 

89 

Zea mays mays mRNA 
partial 



for cytochrome P450 monooxygenase, 



Seq. No. 



305684 



43316 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflB73021h08bl 

BLASTX 

g974782 

228 

2.0e-19 

89 

57 

(Z49150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305685 

uC-zmflB73022b07bl 

BLASTX 

gl778093 

372 

1.0e-35 

150 

49 

(U64902) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 



Seq. No. 


305686 


OC^t J- u 


uC-zmf !B73022c04bl 


Method 


BLASTX 


NCBI GI 


g4455340 


BLAST score 


161 


E value 


7.0e-ll 


Match length 


112 


% identity 


38 


NCBI Description 


(AL035522) putative 


Seq. No. 


305687 


Seq. ID 


uC-zmflB73022c07bl 


Method 


BLASTX 


NCBI GI 


gl574938 


BLAST score 


368 


E value 


3.0e-35 


Match length 


107 


% identity 


70 


NCBI Description 


(U34726) superoxide 


Seq. No. 


305688 


Seq. ID 


uC-zmflB73022e07bl 


Method 


BLASTX 


NCBI GI 


g2944389 


BLAST score 


193 


E value 


5.0e-15 


Match length 


85 


% identity 


51 


NCBI Description 


(AF049106) actin 4 


Seq. No. 


305689 


Seq. ID 


uC-zmflB73022gl0bl 


Method 


BLASTX 


NCBI GI 


g3913517 


BLAST score 


450 



[Glycine max] 



43317 



E value 
Match length 
% identity 
NCBI Description 



1.0e-44 

172 
55 

3 1 (2 T ) , 5'-BISPH0SPHATE NUCLEOTIDASE 

(3 1 (2 f } , 5-BISPHOSPHONUCLEOSIDE 3 r (2 T ) -PHOSPHOHYDROLASE) 
(DPNPASE) >gi_1109672 (U33283) 3 1 (2 1 ) , 5-diphosphonucleoside 
3'(2 T ) phosphohydrolase [Oryza sativa] 

>gi_1586671_prf 2204308A diphosphonucleoside 

phosphohydrolase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305690 

uC-zmflB73022hllbl 

BLASTX 

g4586021 

216 

8.0e-18 

73 
60 

(AC007170) putative cytoplasmic aconitate hydratase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length , 

% identity 

NCBI Description 



305691 

uC-zmflB73025a09b2 

BLASTX 

g3420299 

186 

2.0e-14 

55 

67 

(AF072849) jabl protein [Oryza sativa subsp. indica] 
305692 

uC-zmflB73025b03b2 

BLASTX 

g2129648 

438 

2.0e-43 

104 

75 

MYB-related protein 33, 3K - Arabidopsis thaliana 
>gi_1263095_emb_CAA90809_ (Z54136) MYB-related protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305693 

uC-zmflB73025c03b2 
BLASTX 
gl076385 
621 

9.0e-65 
161 
73 

protein kinase (EC 2, 



7.1.37) tousled - Arabidopsis thaliana 



>gi 433052 (L23985) protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



305694 

uC-zmflB73025c04b2 
BLASTX 



43318 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g4510345 
161 

6.0e-ll 

53 

51 

(AC006921) unknown protein [Arabidopsis thaliana] 
305695 

uC-zmflB73025dl0b2 

BLASTX 

g2511531 

712 

1.0e-75 

138 
97 

(AF008120) alpha tubulin 1 [Eleusine indica] 
>gi_3163944_emb_CAA06618_ (AJ005598) alpha-tubulin 1 
[Eleusine indica] 

305696 

uC-zmflB73025g!2b2 

BLASTX 

g283037 

225 

2.0e-18 

61 

70 

chitinase (EC 3.2.1.14) A - maize 



305697 

uC-zmflB73042b01bl 

BLASTX 

g2832625 

163 

2.0e-ll 

71 

54 

(AL021711) putative protein 



[Arabidopsis thaliana] 



305698 

uC-zmflB73042cl2bl 

BLASTN 

g440868 

47 

2.0e-17 

107 
86 

Rice mRNA for major intrinsic protein, complete cds 
305699 

uC-zmflB73042g02bl 

BLASTX 

gll01025 

208 

4.0e-17 

57 

70 



43319 



NCBI Description (U37794) alpha-tubulin [Eucalyptus globulus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305700 

uC-zmflB73042hllbl 

BLASTX 

g3123286 

423 

1.0e-41 

161 
55 

LEUCYL-TRNA SYNTHETASE ( LEUCINE — TRNA LIGASE) (LEURS) 
>gi_2293181 (AF008220) leucine tRNA synthetase [Bacillus 
subtilis] >gi_2635516_emb_CAB15010_ (Z99119) leucyl-tRNA 
synthetase [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305701 

uC-zmflB73043b07bl 

BLASTX 

gl35411 

207 

2.0e-16 

78 
59 

TUBULIN ALPHA- 2 CHAIN >gi_82732_pir S15772 tubulin alpha-2 

chain - maize >gi__22148__emb_CAA33733_ (X15704) 
alpha2 -tubulin [Zea mays] 

305702 

uC-zmflB73043c03bl 

BLASTX 

gll5771 

548 

6.0e-66 

125 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb__CAA32900_ (X147 94) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



305703 

uC-zmflB73043e03bl 

BLASTX 

gl35411 

150 

8.0e-21 

125 
52 

TUBULIN ALPHA-2 CHAIN >gi_82732_pir S15772 tubulin alpha-2 

chain - maize >gi_22148_emb_CAA33733_ (X15704) 
alpha2-tubulin [Zea mays] 

305704 

uC-zmflB73043f07bl 

BLASTX 

g2655098 



43320 



BLAST score 


313 


E value 


6.0e-29 


Match length 


112 


% identity 


57 


NCBI Description 


(AF023472) peptide t 


Seq. No. 


305705 


Seq. ID 


uC-zmflB73043gllbl 


Method 


BLASTX 


NCBI GI 


g2773154 


BLAST score 


200 


E value 


2.0e-15 


Match length 


92 


% identity 


42 


NCBI Description 


(AF039573) abscisic 




[Oryza sativa] 


Seq. No. 


305706 


Seq. ID 


uC-zmflB73043h01bl 


Method 


BLASTN 


NCBI GI 


g22332 


BLAST score 


55 


E value 


2.0e-22 


Match length 


121 


% identity 


87 


NCBI Description 


Z.mays HRGP gene 


Seq. No. 


305707 


Seq. ID 


uC-zmflB73043h03bl 


Method 


BLASTX 


NCBI GI 


g2773154 


RT.AST ^rriTP 


177 


E value 


6.0e-13 


Match length 


95 


% identity 


42 


NCBI Description 


(AF039573) abscisic 




[Oryza sativa] 


Seq. No. 


305708 


Seq. ID 


uC-zmflB73044a04bl 


Method 


BLASTX 


LN \j LJ _L \3 X 




BLAST score 


145 


E value 


1.0e-14 


Match length 


58 


% identity 


68 


NCBI Description 


(U58598) acetyl CoA 


Seq. No. 


305709 


Seq. ID 


uC-zmflB73044a05bl 


Method 


BLASTN 


NCBI GI 


g303852 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


53 


% identity 


92 



and stress-inducible protein 



NCBI Description Rice mRNA for ribosomal protein L3 7 complete cds 



43321 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305710 

uC-zmflB73044al0bl 

BLASTX 

g548770 

468 

5.0e-47 

122 
74 

60S RIBOSOMAL PROTEIN L3 >gi_481228__pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305711 

uC-zmflB73044b03bl 

BLASTX 

gl68558 

181 

1.0e-13 
64 
66 

(M95071) 
mays] 



putative, similar to GTP-binding proteins [Zea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305712 

uC-zmflB73044b06bl 

BLASTX 

g3024703 

192 

9.0e-15 

64 

61 

PROBABLE T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-1-ETA) 
(CCT-ETA) >gi_2104461_emb_CAB08778_ (Z95397) Cct7p 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305713 

uC-zmflB73044c02bl 

BLASTX 

g3859548 

492 

3.0e-51 

110 

94 

(AF097182) protein phosphatase 2A catalytic subunit [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305714 

uC-zmflB73044c07bl 

BLASTX 

g4455351 

159 

1.0e-10 

56 

52 

(AL035524) putative protein [Arabidopsis thaliana] 



43322 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305715 

uOzmflB73044e03bl 

BLASTX 

g4503521 

202 

1.0e-15 

67 

58 

murine mammary tumor integration site 6 (oncogene homolog) 
>gi_2498490_sp_Q64252_INT6_MOUSE VIRAL INTEGRATION SITE 
PROTEIN INT-6 >gi_1854579 (L35556) Int-6 [Mus musculus] 
>gi_2114363 (U62962) similar to mouse Int-6 [Homo sapiens] 
>gi_2351382 (U54562) eIF3-p48 [Homo sapiens] >gi_2688818 
(U85947) Int-6 [Homo sapiens] >gi__2695701 (U94175) mammary 
tumor-associated protein INT6 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305716 

uC-zmflB73044h07bl 

BLASTX 

g4006900 

234 

2.0e-19 

162 

39 

(Z99708) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305717 

uC- zmf 1B7 3 0 4 5 c 0 9b 1 

BLASTX 

gl32171 

158 

1.0e-10 

101 

41 

REGULATOR OF CHROMOSOME CONDENSATION >gi_109453_pir A34726 

DNA-binding protein RCC1 - golden hamster >gi_506396 
(M33579) RCC1 [Cricetus cricetus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305718 

uC-zmflB73045d03bl 

BLASTX 

g417154 

238 

1.0e-20 

71 
76 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



305719 

uC-zmflB73045dl2bl 

BLASTN 

g4160401 

55 

6.0e-22 



43323 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



144 
86 

Zea mays eIF-5 gene, exons 1-2 
305720 

uC-zmflB73045f03bl 

BLASTX 

g3738331 

145 

6.0e-09 

45 

56 

(AC005170) unknown protein [Arabidopsis thaliana] 



305721 

uC-zmflB73045f09bl 

BLASTX 

g2702270 

347 

1.0e-32 

149 

44 

(AC003033) unknown protein 



[Arabidopsis thaliana] 



305722 

uC-zmflB73045gllbl 

BLASTX 

g2662310 

510 

7.0e-52 

109 

87 

(AB009307) bpwl [Hordeum vulgare] 
305723 

uC-zmflB73045h03bl 

BLASTX 

g3986691 

220 

5.0e-18 

67 

66 

(AF101421) heat shock protein [Cichorium intybus] 
305724 

uC-zmflB73045h06bl 

BLASTX 

g3264598 

167 

5.0e-12 

62 

58 

(AF057184) trypsin inhibitor [Zea mays] 
305725 

uC-zmflB73045hl0bl 
BLASTX 



43324 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4220529 
227 

9.0e-19 

135 
44 

(AL035356) putative protein [Arafoidopsis thaliana] 
305726 

uC-zmflB73045hllbl 

BLASTX 

g3378650 

181 

3.0e-13 

91 
46 

(X97606) abscisic acid activated [Medicago sativa] 
305727 

uC-zmflB73045hl2bl 

BLASTX 

gl632822 

286 

1.0e-25 

121 
37 

(Y08962) 
(U77297) 



transmembrane protein 
transmembrane protein 



[Oryza sativa] >gi 
[Oryza sativa] 



1667594 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305728 

uC-zmflB73046a06bl 

BLASTN 

g3264597 

61 

1.0e-25 

145 

86 

Zea mays trypsin inhibitor mRNA, complete cds 
305729 

uC-zmflB7304 6a08bl 

BLASTX 

g2911068 

216 

2.0e-17 
44 

86 

(AL021960) GlO-like protein [Arabidopsis thaliana] 
305730 

uC-zmflB73046allbl 

BLASTX 

g3080416 

247 

4.0e-21 

62 

81 

(AL022604) UDP-galactose transporter-like protein 



43325 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305731 

uC-zmflB7304 6b08bl 

BLASTX 

g4512674 

295 

1.0e-26 

104 
20 

(AC006931) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305732 

uC-zmflB73047a!2bl 

BLASTX 

g542175 

324 

4.0e-30 

89 

70 

endoxyloglucan transferase - wheat >gi_4 69511_dbj_BAA03924_ 
(D16457) endo-xyloglucan transferase [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305733 

uC-zmflB73047f09bl 

BLASTX 

g!34597 

232 

1.0e-19 

54 

85 

SUPEROXIDE DISMUTASE-4A (CU-ZN) >gi_100926__pir S07007 

superoxide dismutase (EC 1.15.1.1) (Cu-Zn) 4, cytosolic 
maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305734 

uC-zmflB73106a05bl 

BLASTN 

g998429 

42 

3.0e-14 

86 

87 

GRFl=general regulatory factor [Zea mays, 
5348 nt] 



XL80, Genomic , 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305735 

uC-zmflB73106a09bl 

BLASTN 

g2062705 

36 

1.0e-10 

36 
100 

Human butyrophilin 



(BTF5) mRNA, complete cds 



Seq. No. 



305736 



43326 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflB73106b09bl 

BLASTX 

g4249419 

168 

1.0e-ll 

137 

35 

(AC006072) hypothetical protein, 3 T partial [Arabxdopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305737 

uC- zmf 1B7 3 10 6c0 6bl 

BLASTX 

g3021344 

177 

8.0e-13 

50 
56 

(AJ004959) hypothetical protein [Cicer arietinum] 
305738 

uC-zmflB73106d01bl 

BLASTX 

gll74718 

180 

5.0e-13 

106 

36 

PUTATIVE RECEPTOR PROTEIN KINASE TMK1 PRECURSOR 
>gi_322579_pir_JQ1674 receptor protein kinase TMK1 (EC 
2.7.1.-) precursor - Arabidopsis thaliana >gi_166888 
(L00670) protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305739 

uC-zmflB73106d06bl 

BLASTX 

gl808684 

207 

2.0e-16 

117 

43 

(Y10782) hypothetical protein [Sporobolus stapfianus] 
305740 

uC-zmflB73106d07bl 

BLASTX 

g4510373 

287 

1.0e-25 

114 

47 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



305741 

uC-zmflB73106dl2bl 
BLASTX 



43327 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4468984 

355 ~ 

1.0e-33 

155 

46 

(AL035605) putative protein [Arabidopsis thaliana] 
305742 

uC-zmflB73106e06bl 

BLASTX 

g312179 

511 

7.0e-52 

119 

85 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_l 185554 (U45858) glycer aldehyde-3 -phosphate 
dehydrogenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305743 

uC-zmflB73106f05bl 

BLASTX 

g2984709 

485 

8.0e-49 

94 

98 

(AF053468) DnaJ-related protein 



ZMDJ1 [Zea mays] 



305744 

uC-zmflB73106fl0bl 

BLASTX 

g3643603 

271 

8.0e-24 

143 

42 

(AC005395) unknown protein [Arabidopsis thaliana] 
305745 

uC-zmflB73106g01bl 

BLASTX 

g2137619 

376 

4.0e-36 

151 

54 

p62 ras-GAP associated phosphoprotein - mouse >gi_608528 
(U17046) p62 ras-GAP associated phosphoprotein [Mus 
mus cuius] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



305746 

uC-zmflB73108a01b2 

BLASTX 

gll3621 



43328 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



162 

1.0e-ll 

47 

70 

FRUCTOSE-BIS PHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi 68196_pir ADZM fructose-bisphosphate aldolase (EC 

4.172.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_2 95 8 50_emb_CAA31 3 66^ (X12872) fructose 

bisphosphate aldolase [Zea maysf >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

305747 

uC-zmflB73108a08b2 

BLASTX 

g2792214 

177 

5.0e-13 

79 

51 

(AF032685) NBS-LRR type resistance protein [Hordeum 
vulgare] 

305748 

uC-zmflB73108c04b2 

BLASTN 

g20280 

41 

6.0e-14 

85 
87 

Rice gene for phenylalanine ammonia-lyase (EC 4.3.1.5) 



305749 

uC-zmflB73108c07b2 

BLASTX 

g553898 

189 

8.0e-15 

35 

94 

(J00375) alpha-A-ins crystallin [Mus musculus] 
305750 

uC-zmflB73108cl2b2 

BLASTX 

gl729927 

185 

4.0e-14 

52 
63 

QUEUINE TRNA-RIBOSYLTRANSFERASE (TRNA-GUANINE 
TRANSGLYCOSYLASE) (GUANINE INSERTION ENZYME) >gi_940182 
(U30888) tRNA-Guanine Transglycosylase [Homo sapiens] 

305751 

uC-zmflB73108g04b2 
BLASTX 



43329 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129550 
156 

6.0e-ll 

44 
64 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 

Arabidopsis thaliana >gi_2129554_pir S71901 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4454034_emb_CAA23031.1_ (AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305752 

uC-zmflB73111b04b2 

BLASTX 

g3540206 

215 

6.0e-18 

70 
61 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305753 

uC-zmflB73111e01b2 

BLASTX 

g3367517 

176 

6.0e-13 
87 
39 

(AC004392) 
gi_3128187 
gb_N97083, 



Similar to F4I1.26 putative beta-glucosidase 
from A. thaliana BAC gb_AC004521. ESTs 
gb_F19868 and gb_F15482 come from this gene. 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305754 

uC-zmflB73111g09b2 

BLASTX 

g2996096 

368 

1.0e-46 

102 

94 

(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305755 

uC-zmflB73112d09b2 

BLASTN 

g3821780 

36 

9.0e-ll 

47 

66 

Xenopus laevis cDNA clone 27A6-1 



43330 



Seq. No. 


305756 


Seq. ID 


uC-zmflB73112dl2b2 


Mpt hod. 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


35 


E value 


2.0e-10 


Match length 


35 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA 


Seq. No. 


305757 


Seq. ID 


uC-zmflB73112f llb2 


Method 


BLASTX 


NCBI GI 


g4582435 


BLAST score 


238 


E value 


1.0e-20 


Match length 


70 


% identity 


63 


NCBI Description 


(AC007196) putative 



putative selenium-binding protein [Arabidopsis 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



305758 

uC-zmflB73112h02b2 

BLASTN 

g473602 

2.0e-33 ' ^ 

130 

89 

Zea mays W-22 histone H2A mRNA, complete cds 
305759 

uC-zmflB73112h!2b2 

BLASTX 

g2130149 

149 

4.0e-10 

33 
91 

translation elongation factor eEF-1 alpha chain - maize 
(fragment) 

305760 

uC-zmflB73113f03bl 

BLASTX 

gl498597 

244 

9.0e-21 

87 
62 

(U66105) phospholipid transfer protein [Zea mays] - 
305761 

uC-zmflB73113f09bl 

BLASTN 

g927571 
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BLAST score 


46 


E value 


8.0e-17 


Match length 


130 


% identity 


85 


NCBI Description 


Z.mays mRNA for calreticulin precursor 


Seq. No, 


305762 


Seq. ID 


uC-zraflB73113h05bl 


Method 


BLASTN 


NCBI GI 


gZZZ 1 Z 


BLAST score 


37 


E value 


1.0e-ll 


Match length 


77 


% identity 


87 


NCBI Description 


Maize mRNA for enolase (2-phospho-D-glycerate hydrolase) 


Seq. No, 


305763 


Seq. ID 


uC-zmflB73113hllbl 


Method 


BLASTX 


NCBI GI 


gioyyubu 


BLAST score 


159 


E value 


5.0e-ll 


Match length 


66 


% identity 


53 


NCBI Description 


(U79669) endosperm C-24 sterol methyltransf erase [Zea mays 


Seq. No. >. 


305764 . * . . : 


Seq. ID 


uC-zrfflMol7002a08bl 


Method 


BLASTX 


NCBI GI 


g553073 


BLAST score 


185 


E value 


7.0e-14 


Match length 


71 


% identity 


55 


NCBI Description 


(M94481) reverse transcriptase [Zea mays] 


Seq. No. 


305765 


Seq. ID 


uC-zmflMol7002c05bl 


Method 


BLASTX 


NCBI GI 


g3201oz7 


BLAST score 


483 


E value 


1.0e-48 


Match length 


127 


% identity 


72 


NCBI Description 


(AC004669) putative SWHl protein [Arabidopsis thaliana] 


Seq. No. 


305766 


Seq. ID 


uC-zmflMo!7002e04bl 


Method 


BLASTX 


NCBI GI 


g!170409 


BLAST score 


198 


E value 


5.0e-20 


Match length 


85 


% identity 


65 


NCBI Description 


HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT 2 2 (HD-ZIP PROTEIN 22) 



>gi_549887 (U09336) homeobox protein [Arabidopsis thaliana] 
>gi_549888 (U09337) homeobox protein [Arabidopsis thaliana] 
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>gi_4490724_emb_CAB38927.1_ (AL035709) homeobox protein 
HAT22 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305767 

uC-zmflMol7002e07bl 

BLASTX 

g2641619 

232 

2.0e-19 

71 

70 

(AF032468) ubiquitin-conjugating enzyme protein E2 [Zea 
mays] 

305768 

uC-zmflMol7002fllbl 

BLASTX 

g2088652 

224 

1.0e-18 

98 

48 - 

(AF002109) 26S proteasome regulatory subunit S12 isolog 
[Arabidopsis thaliana] >gi_2351376 (U54561) translation 
initiation factor eIF2 p47 subunit homolog [Arabidopsis 
thaliana] 



Seq. No. 


305769 


Seq. ID 


uC-zmflMol7002h09bl 


Method 


BLASTX 


NCBI GI 


g4455220 


BLAST score 


234 


E value 


9.0e-20 


Match length 


77 


% identity 


57 


NCBI Description 


(AL035440) putative 


Seq. No. 


305770 


Seq. ID 


uC- zmf IMo 1 7 0 0 3 a 0 2bl 


Method 


BLASTN 


NCBI GI 


g257040 


BLAST score 


143 


E value 


1.0e-74 


Match length 


179 


% identity 


95 


NCBI Description 


hydroxyproline-rich < 


Seq. No. 


305771 


Seq. ID 


uC-zmflMol7 003a04bl 


Method 


BLASTX 


NCBI GI 


g3024657 


BLAST score 


329 


E value 


1.0e-30 


Match length 


82 


% identity 


78 


NCBI Description 


PROTEIN TRANSLATION 



[maize, Genomic, 1703 nt] 



TOR SUI1 HOMOLOG (GOS2 PROTEIN) 
>gi_2668740 (AF034944) translation initiation factor; GOS2 



43333 



[Zea mays] 



Seq. No. 305772 

Seq. ID uC-zmflMo!7003b01bl 

Method BLASTX 

NCBI GI g3880432 

BLAST score 152 

E value 8 . 0e-10 

Match length 35 

% identity 71 

NCBI Description (Z66521) similar to kinensin-like protein; cDNA EST 

ykl98el0.3 comes from this gene; cDNA EST ykl98el0.5 comes 
from this gene [Caenorhabditis elegans] 

Seq. No. 305773 

Seq. ID uC-zmflMo!7003b03bl 

Method BLASTX 

NCBI GI g4544445 

BLAST score 416 

E value 9.0e-41 

Match length 162 

% identity 51 

NCBI Description (AC006592) putative pyrophosphate— fructose 6-phosphate 
1-phosphotransferase [Arabidopsis thaliana] 

Seq. No. 305774 

Seq. ID uC-zmflMol7003d07bl • 

Method BLASTX 

NCBI GI g2739168 

BLAST score 184 

E value 1.0e-13 

Match length 62 

% identity 56 

NCBI Description (AF032386) aldose-l-epimerase-like protein [Nicotiana 
tabacum] 

Seq. No. 305775 

Seq. ID uC-zmflMol7003f07bl 

Method BLASTX 

NCBI GI g4105798 

BLAST score 244 

E value 3.0e-23 

Match length 115 

% identity 48 

NCBI Description (AF049930) PGP237-11 [Petunia x hybrida] 

Seq. No. 305776 

Seq. ID uC-zmflMol7003g04bl 

Method BLASTN 

NCBI GI g22332 

BLAST score 48 

E value 6.0e-18 

Match length 247 

% identity 81 

NCBI Description Z.mays HRGP gene 

Seq. No. 305777 
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uC-zmflMol7003h04bl 
BLASTX 
gll5786 
332 

5.0e-31 
98 
70 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi 82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 

Seq. No. 305778 

Seq. ID uC-zmflMol7003hl2bl 

Method BLASTX 

NCBI GI g4587513 

BLAST score 369 

E value 2.0e-35 

Match length 132 

% identity 54 t 

NCBI Description (AC007060) Contains eukaryotic protein kinase domain 
PF_00069. [Arabidopsis thaliana] 

Seq. No. 305779 

Seq. ID uC-zmflMol7004a08bl 

Method BLASTX 

NCBI GI g4204263 „ x: - 

BLAST score 271 

E value 7.0e-24 

Match length 81 

% identity 54 

NCBI Description (AC005223) 40409 [Arabidopsis thaliana] 

Seq. No. 305780 

Seq. ID uC-zmflMol7004a!0bl 

Method BLASTX 

NCBI GI g3063455 

BLAST score 356 

E value 9.0e-34 

Match length 88 

% identity 77 

NCBI Description (AC003981) F22013.17 [Arabidopsis thaliana] 

Seq. No. 305781 

Seq. ID uC-zmflMol7004dllbl 

Method BLASTN 

NCBI GI g2062691 

BLAST score 34 

E value 1.0e-09 

Match length 42 

% identity 95 

NCBI Description Human sodium phosphate transporter (NPT4) mRNA, complete 
cds 

Seq. No. 305782 

Seq. ID uC-zmflMol7004e03bl 

Method BLASTX 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 
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NCBI GI 
BLAST score 
E value 
Match length 
■ % identity 
NCBI Description 



gl36125 
172 

3.0e-12 

114 

38 

PUTATIVE AC TRANSPOSASE (ORFA) 
(X05424) ORFa [Zea mays] 



>gi_2 2 1 1 3_emb_CAA2 9 0 0 5_ 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305783 

uC-zmflMol7004el0bl 

BLASTN 

g312180 

54 

2.0e-21 

187 

83 

Z.mays GapC4 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305784 

uC-zmflMol7004f05bl 

BLASTX 

g4586308 

309 

4.0e-32 

134 

55 

(AB025102) protoporphyrinogen IX oxidase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305785 

uC-zmflMo!7004h05bl 

BLASTN 

g22332 

233 

1.0e-128 

380 

91 

Z.mays HRGP gene 



Seq. No. 305786 

Seq. ID uC-zmflMo!7005a03bl 

Method BLASTX 

NCBI GI g2244749 

BLAST score 272 

E value 6.0e-24 

Match length 82 

% identity 63 

NCBI Description (Z97335) hydroxymethyltransf erase [Arabidopsis thaliana] 

Seq. No. 305787 

Seq. ID uC-zmflMol7005c01bl 

Method BLASTX 

NCBI GI g4587513 

BLAST score 186 

E value 5.0e-14 

Match length 108 

% identity 38 

NCBI Description (AC007060) Contains eukaryotic protein kinase domain 
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PF 00069. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



305788 

uC-zmflMol7005e02bl 

BLASTX 

g421876 

144 

4.0e-09 

43 

63 

probable ATP synthase chain - soybean 

>gi_396230_emb_CAA52349_ (X74296) putative ATP synthase 
subunit [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305789 

uC-zmflMol7005e04bl 

BLASTX 

gl931642 

167 

1.0e-ll 

127 
31 

(U95973) Ser/Thr protein kinase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305790 

uC-zmflMol7005e06bl 

BLASTX 

g2827143 

263 

2.0e-32 

111 

68 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 


305791 


Seq. ID 


uC-zmf lMol7 005el2bl 


Method 


BLASTN 


NCBI GI 


g22332 


BLAST score 


152 


E value 


5.0e-80 


Match length 


291 


% identity 


89 


NCBI Description 


Z.mays HRGP gene 


Seq. No. 


305792 


Seq. ID 


uC- zmf IMo 17005f06bl 


Method 


BLASTX 


NCBI GI 


g4455240 


BLAST score 


282 


E value 


4.0e-28 


Match length 


99 


% identity 


72 


NCBI Description 


(AL035523) putative 


Seq. No. 


305793 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflMol7005g02bl 

BLASTN 

g257040 

203 

1.0e-110 

247 

96 

hydroxyproline-rich glycoprotein 



[maize, Genomic, 1703 nt] 



305794 

uC - zmf IMo 1 7 0 0 5h0 2bl 

BLASTX 

g2129533 

169 

2.0e-12 

67 
57 

adenine nucleotide translocase - Arabidopsis thaliana 
>gi_1051109_emb_CAA89201_ (Z49227) adenine nucleotide 
translocase [Arabidopsis thaliana] 

305795 

uC-zmflMol7006bl2bl 

BLASTX 

g2494144 

169 

7.0e-12 

51 
69 

(AC002329) predicted leucine-rich protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305796 

uC-zmflMol7006d01bl 

BLASTX 

gl711469 

181 

2.0e-13 

110 

34 

DIBENZOTHIOPHENE DESULFURIZATION ENZYME C (DBT SULFUR 
DIOXYGENASE) >gi_595293 (U08850) dibenzothiophene 
desulfurization enzyme [Rhodococcus sp.] 

>gi_1582652_prf 2119215C dibenzothiophene desulfurization 

enzyme [Rhodococcus sp.] 

305797 

uC-zmflMo!7006d06bl 

BLASTX 

g417154 

434 

3.0e-49 

101 

94 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
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(HSP82) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305798 

uC- zmf IMo 1 7 0 0 6dl lbl 

BLASTX 

g417154 

353 

4.0e-34 

66' 
100 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305799 

uC- zmf IMo 1 7 0 0 6dl 2b 1 

BLASTN 

g557695 

43 

3.0e-15 

111 
85 

Zea mays GTP binding protein beta subunit 
complete cds 



(ZGB1) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305800 

uC- zmf IMo 1 7 0 0 7b0 9b 1 

BLASTX 

g4539452 

252 

1.0e-21 

125 

50 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305801 

uC-zmflMol7007c01bl 

BLASTX 

g2288887 

278 

9.0e-25 

64 

81 

(Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi_3250736_emb_CAA76803_ (Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thaliana] 
>gi_3786002 (AC005499) mevalonate diphosphate decarboxylase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



305802 

uC-zmflMo!7007c04bl 

BLASTX 

g2959324 

490 

2.0e-49 
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Match length 126 

% identity 79 t . . . 

NCBI Description (Y15224) Importin alpha-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
r Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305803 

uC-zmflMo!7007d04bl 

BLASTN 

g4007864 

33 

3.0e-09 

69 
87 

Zea mays HRGP gene, AC1503 line 
305804 

uC-zmflMol7007e01bl 

BLASTX 

gl946364 

262 

1.0e-22 

73 

62 

(U93215) lipase isolog [Arabidopsis thaliana] 
305805 

uC-zmflMol7007ellbl 

BLASTX 

g2760834 

230 

5.0e-19 

130 
44 

(AC003105) putative nitrate transporter [Arabidopsis 
thaliana] 

305806 

uC-zmflMol7007g03bl 

BLASTX 

g82696 

394 

2.0e-38 

84 

92 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

305807 

uC-zmflMol7007gl0bl 

BLASTX 

gll70507 

176 

5.0e-13 

69 

55 

EUKARYOTIC INITIATION FACTOR 4A-3 (EIF-4A-3) 

>gi_10027 6_pir S2257 9 translation initiation factor eIF-4A 

- curled-leaved tobacco >gi_19699_emb_CAA43514_ (X61206) 
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o • 

nicotiana eukaryotic translation initiation factor 4A 
[Nicotiana plumbaginifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCSi GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305808 

uC-zmflMol7 008 alibi 

BLASTN 

g717080 

79 

2.0e-36 

145 

89 

Zea mays glyceraldehyde-3-phosphate dehydrogenase (GapC4) 
gene, promoter region 

305809 

uC- zmf IMo 17008b06bl 

BLASTN 

g22149 

40 

3.0e-13 

96 

85 

Z.mays mRNA for alpha-tubulin 
305810 

uC-zmflMol7008c02bl 

BLASTX * ' \ 

gll68537 

160 

2.0e-ll 

77 
48 

ASPARTIC PROTEINASE PRECURSOR >gi_82458_pir JS0732 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305811 

uC-zmflMol7008f01bl 

BLASTX 

g2996096 

255 

1.0e-29 

90 

80 

(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 

305812 

uC-zmflMol7008f02bl 

BLASTX 

gll70937 

275 

2.0e-24 

76 

70 

S-ADENOSYLMETHIONINE SYNTHETASE 1 {METHIONINE 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

305813 

uC-zmflMo!7008g03bl 

BLASTX 

gll68536 

344 

9.0e-33 

86 

71 

PHYTEPSIN PRECURSOR (ASPARTIC PROTEINASE) 

>gi_100567_pir S19697 aspartic proteinase (EC 3.4.23.-) 

precursor - barley >gi_18904_emb_CAA39602__ (X56136) 
aspartic proteinase [Hordeum vulgare] 

305814 

uC-zmflMol7009allbl 

BLASTX 

gll81615 

240 

1.0e-20 

68 
66 

(D83078) nitrilase [Nicotiana tabacum] 

305815 ^ . 

uC- zmf 1Mo17 0 0 9c0 lbl 

BLASTX 

g3142301 

241 

3.0e-20 

164 

40 

(AC002411) Contains similarity to neural cell adhesion 
molecule 2, large isoform precursor gb_M7 6710 from Xenopus 
laevis, and beta transducin from S. cerevisiae gb_Q05946. 
ESTs gb_N65081 gb_Z30910 f gb_Z34190, gb_Z34611, gb_R30101 / 
gb_H3630 

305816 

uC-zmflMol7009el2bl 

BLASTX 

g2244868 

219 

1.0e-17 

98 

46 

(Z97337) cytochrome P450 [Arabidopsis thaliana] 
305817 

uC-zmflMol7009h03bl 

BLASTX 

g3915826 

202 

6.0e-16 
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Match length 

% identity 

NCBI Description 



94 
48 

60S RIBOSOMAL PROTEIN L5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305818 

uC- zmf IMo 1 7 0 1 0 a 0 6b 1 

BLASTX 

gl352468 

444 

3.0e-44 

118 

77 

BETA- FRUCTOFURANOS I DASE 
HYDROLASE 1) (INVERTASE 
[Zea mays] 



1 PRECURSOR (SUCROSE-6-PHOSPHATE 
1) >gi 1122439 (U16123) invertase 



305819 

uC- zmf IMo 1 7 0 1 0 f 0 8b 1 

BLASTX 

gll2994 

361 

1.0e-34 

84 
88 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi__22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



305820 

uC-zmflMol7010gl2bl 

BLASTX 

gl841464 

159 

9.0e-ll 

79 

24 

(Y11002) LIM-domain 



SF3 protein [Nicotiana tabacum] 



305821 

uC-zmflMol7013f05bl 

BLASTN 

g2984708 

50 

2.0e-19 

73 

92 

Zea mays DnaJ-related protein ZMDJ1 (mdJl) gene, complete 
cds 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



305822 

uC-zmf IMo 17 0 1 3g0 7bl 

BLASTX 

g4455274 

302 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



2.0e-41 

155 

81 

(AL035527) spliceosome associated protein-like [Arabidopsis 
thaliana] 

305823 

uC-zmflMol7013h02bl 

BLASTX 

g2252844 

228 

9.0e-19 

125 

46 

(AF013293) belongs to the cytochrome p450 family 
[Arabidopsis thaliana] 

305824 

uC- zmf IMo 1 7 0 1 3h0 6bl 

BLASTX 

gl23593 

493 

5.0e-50 

119 

84 

HEAT SHOCK 70 KD PROTEIN >gi_82697_pir A25089 heat shock 

protein 70 - maize 

305825 

uC- zmf IMo 17014a05bl 

BLASTX 

g4567279 

168 

8.0e-12 

101 

39 

(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

305826 

uC-zmflMol7014allbl 

BLASTX 

gl34101 

213 

4.0e-17 

101 

49 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT (60 KD 
CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_72958__pir HHCSBA ribulose-bisphosphate carboxylase 

subunit-binding protein alpha chain - castor bean 
(fragment) 

305827 

uC-zmflMol7014al2bl 

BLASTX 

g2827139 
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o 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



173 

2.0e-21 

105 

55 

(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi_4049343_emb_CAA22568_ (AL034567) 
cellulose synthase catalytic subunit (RSW1) [Arabidopsis 
thaliana] 



Seq. No. 


305828 


Seq. ID 


uC-zmflMol7014b01bl 


Method 


BLASTN 


NCBI GI 


g4007864 


BLAST score 


275 


E value 


1.0e-153 


Match length 


419 


% identity 


60 


NCBI Description 


Zea mays HRGP gene, 


Seq. No. 


305829 


Seq. ID 


uC-zmflMol7014b07bl 


Method 


BLASTN 


NCBI GI 


g22332 


BLAST score 


248 


E value 


1.0e-137 


Match length 


355 


% identity 


93 


NCBI Description 


Z.mays HRGP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305830 

uC-zmflMol7014dl2bl 

BLASTN 

g3309177 

38 

8.0e-12 

62 

90 

Zea mays 
cds 



starch branching enzyme I (sbel) gene, complete 



Seq. No. 305831 

Seq. ID uC-zmflMol7016d02bl 

Method BLASTX 

NCBI GI g3269282 

BLAST score 148 

E value 3.0e-09 

Match length 54 

% identity 52 

NCBI Description (AL030978) putative protein [Arabidopsis thaliana] 

Seq. No. 305832 

Seq. ID uC-zmflMol7018a06bl 

Method BLASTN 

NCBI GI g22332 

BLAST score 175 

E value 9.0e-94 

Match length 294 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

Z.mays HRGP gene 
305833 

uC- zmf IMol 7 0 1 8 a 12bl 

BLASTN 

gl498596 

122 

4.0e-62 

243 

87 

Zea mays phospholipid transfer protein mRNA, complete cds 
305834 

uC-zmflMol7018d02bl 

BLASTX 

g3123130 

145 

5.0e-09 

49 

61 

HYPOTHETICAL 61.8 KD TRP-ASP REPEATS CONTAINING PROTEIN 
T32G6.2 IN CHROMOSOME II >gi_2618685 (AC002510) putative 
small nuclear ribonucleoprotein Prp4p [Arabidopsis 
thaliana] >gi_3241948 (AC004625) putative small nuclear 
ribonucleoprotein Prp4p [Arabidopsis thaliana] 

v. 

305835 

uC-zmflMol7018h07bl 

BLASTX 

g4559358 

278 

8.0e-25 

99 

53 

(AC006585) putative steroid binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
"Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



305836 

uC- zmf IMol 7 0 1 8hl 2bl 

BLASTX 

g3805962 

494 

6.0e-50 

152 

63 

(Y13772) laccase [Populus balsamifera subsp. 



trichocarpa] 



305837 

uC-zmflMol7019a08bl 

BLASTX 

g4581116 

198 

3.0e-15 

91 

41 

(AC005825) putative beta-galactosidase [Arabidopsis 
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thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305838 

uC-zmflMol7019c01bl 

BLASTX 

g4454480 

181 

3.0e-13 

48 

65 

(AC006234) putative {1-4 ) -beta-mannan endohydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305839 

uC-zmflMol7019c07bl 

BLASTX 

g!430907 

186 

7.0e-14 

69 

57 

(Z49144) multidrug resistance-associated protein 2 
[Oryctolagus cuniculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305840 

uC-zmflMol7019c09bl 

BLASTX 

g82696 

303 

1.0e-27 

91 
66 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305841 

uC- zmf IMo 1 7 0 1 9f 1 Obi 

BLASTN 

g2062705 

34 

2.0e-09 

34 

100 

Human butyrophilin (BTF5) 



inRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305842 

uC-zmflMo!7019h02bl 

BLASTX 

g82040 

500 

6.0e-51 

102 
25 

ubiquitin precursor - flax (fragment) 
ubiquitin [Linum usitatissimum] 



>gi_168304 (M57895) 



Seq. No. 



305843 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflMol7019h04bl 

BLASTX 

g2624417 

545 

8.0e-56 

108 

92 

(AJ002959) Ubiquitin carrier protein [Zea mays] 
305844 

uC~zmflMol7062a04bl 

BLASTX 

g2501499 

154 

2.0e-10 

55 

55 

INDOLE-3-ACETATE BE TA-GLUCOSYL TRANSFERASE (IAA-GLU 
SYNTHETASE) ( (URIDINE 

5 ! -DIPHOSPHATE-GLUCOSE:INDOL-3-YLACETYL) -BETA-D-GLUCOSYL 

TRANSFERASE) >gi_626043_pir A54739 indole-3-acetate 

beta-glucosyltransf erase (EC 2.4.1.121) - maize >gi_548195 
(L34847) IAA-glu synthetase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305845 

uC-zmflMol7062b06bl 

BLASTX 

g2911057 

259 

2.0e-22 

79 

65 

(AL021961) caffeoyl-CoA O-methyltransf erase - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305846 

uC-zmflMol7062c04bl . 

BLASTN 

g4185305 

59 

2.0e-24 

131 

87 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305847 

uC- zmf IMol 7 0 62dl 0b 1 

BLASTX 

g2262105 

276 

2.0e-24 

138 

41 

(AC002343) unknown protein [Arabidopsis thaliana] 
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o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305848 

uC-zmflMol7063a04bl 

BLASTX 

gl800147 

415 

1.0e-40 

145 

61 

(U83655) membrane associated protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305849 

uC- zmf IMo 17063al2bl 

BLASTN 

g902200 

51 

1.0e-19 

352 

39 

Z.mays complete chloroplast genome 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 

value 
" Match length 
% identity 
NCBI Description 



305850 

uC-zmflMol7063c06bl 

BLASTX 

gll81673 

548 

3.0e-56 

115 

91 

(U41652) heat shock protein cognate 



70 [Sorghum bicolor] 



Seq. No. 305851 

Seq. ID uC-zmflMol7063f02bl 

Method BLASTX 

NCBI GI g4582436 

BLAST score 427 

E value 4.0e-42 

Match length 100 

% identity 82 

NCBI Description (AC007196) unknown protein [Arabidopsis thaliana] 

Seq. No. 305852 

Seq. ID uC-zmflMol7063g08bl 

Method BLASTX 

NCBI GI g553073 

BLAST score 351 

E value 4.0e-33 

Match length 96 

% identity 75 

NCBI Description (M94481) reverse transcriptase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



305853 

uC-zmflMol7064a05bl 

BLASTX 

g417154 

169 

2.0e-12 
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Match length 

%' identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



56 
74 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77 978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

305854 

uC-zmflMol7064c03bl 

BLASTX 

gl890575 

610 

1.0e-63 

140 

77 

(X93174) 
vulgare] 



xyloglucan endotransglycosylase (XET) [Hordeum 



305855 

uC- zmf IMol 7 0 64 dO 6b 1 

BLASTX 

g3402758 

412 

2.0e-40 

114 

71 

(AL031187) serine/threonine kinase 
[Arabidopsis thaliana] 



like protein 



305856 

uC-zmflMol7064dl2bl 

BLASTX 

gll70937 

262 

6.0e-23 

103 

55 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

305857 

uC-zmflMo!7064e01bl 

BLASTX 

gl35417 

275 

2.0e-24 

60 

85 

TUBULIN ALPHA- 3 CHAIN >gi_100946_pir JN0105 tubulin 

alpha-3 chain - maize >gi_22150_emb_CAA4 48 61__ (X63176) 
Alpha-tubulin #3 [Zea mays] >gi_485377 (M60171) alpha-3 
tubulin [Zea mays] 

305858 

uC-zmflMol7064e07bl 
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Method 


BLASTN 


NCBI GI 


g22371 


BLAST score 


70 


E value 


5.0e-31 


Match length 


158 


% identity 


55 


NCBI Description 


Maize Mu4 transposable element DNA 


Seq. No. 


305859 


Seq. ID 


uC- zmf IMo 17064ellbl 


Method 


BLASTX 4 


NCRT GT 

Iri J— > -L v-J J. 


g4581156 


BLAST score 


195 


E value 


6.0e-15 


Match length 


50 


% identity 


78 


NCBI Description 


(AC006919) putative pyruvate kinase | 


Seq. No. 


- 

305860 


Seq. ID 


uC-zmflMol7064f01bl 


Method 


BLASTN 


NCBI GI 


g312180 


BLAST score 


63 


E value 


5.0e-27 


Match length 


94 


% identity 


93 


NCBI Description 


Z.mays GapC4 gene 


Seq. No. 


305861 


Seq. ID 


uC-zmflMol7064f!2bl 


Method 


BLASTX 


NCBI GI 


g3461846 


DiuiU J- iD >^ W i_ ~ 


210 


E value 


1.0e-16 


Match length 


134 


% "identity 


18 


NCBI Description 


(AC005315) putative zinc-finger prot< 




thaliana] 


Seq. No. 


305862 


Seq. ID 


uC-zmflMol7065a06bl 


Method 


BLASTX 


KTPRT GT 


a4582436 


BLAST score 


192 


E value 


4.0e-15 


Match length 


59 


% identity 


68 


NCBI Description 


(AC007196) unknown protein [Arabidop 


Seq, No. 


305863 


Seq. ID 


uC-zmflMol7065allbl 


Method 


BLASTX 


NCBI GI 


g4582436 


BLAST score 


376 


E value 


4.0e-36 


Match length 


122 


% identity 


62 
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NCBI Description (AC007196) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305864 

uC-zmflMo!7065b08bl 

BLASTN 

g22091 

158 

1.0e-83 

203 
95 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305865 

uC-zmflMol7065e07bl 

BLASTX 

g4588012 

272 

5.0e-24 

100 

57 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305866 

uC-zmflMo!7065g07bl 

BLASTX 

gl360090 

276 

2.0e-24 

67 

79 

(X95576) ClC-Ntl [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305867 

uC-zmflMol7065h07bl 

BLASTN 

g666088 

57 

2.0e-23 

96 

90 

S.bicolor mRNA for p- 



( S ) -hydroxymandelonit rile lyase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305868 

uC-zmflMol7067al0bl 

BLASTN 

g2984708 

40 

2.0e-13 

104 

85 

Zea mays DnaJ-related protein 
cds 



ZMDJ1 (mdJl ) gene , complete 



Seq. No. 
Seq. ID 
Method 



305869 

uC-zmflMol7067bl2bl 
BLASTN 



43352 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g871985 
49 

1.0e-18 

193 
81 

A.sativa Aspkll mRNA 
305870 

uC- zmf 1M017 0 67 c08bl 

BLASTX 

g2668742 

242 

3.0e-24 

91 

67 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
305871 

uC-zmflMol7067e05bl 

BLASTX 

g82696 

376 

4.0e-36 

76 
96 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

305872 

uC-zmflMol7067el2bl 

BLASTX 

g3859536 

414 

1.0e-40 

133 
64 

(AF095453) asparagine synthetase [Arabidopsis thaliana] 
305873 

uC-zmflMo!7067fl2bl 

BLASTX 

g2827002 

188 

3.0e-16 

73 

68 

(AF005993) HSP70 [Triticum aestivum] 
305874 

uC-zmflMol7068al0bl 

BLASTX 

g2286111 

145 

2.0e-09 

34 

88 

(U78891) MADS box protein [Oryza sativa] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305875" 

uC-zmf 1Mo17 0 68b07bl 

BLASTX 

g20559 

370 

l.Oe-35 

99 

78 

(X13301) hsp70 (AA 6 



- 651) [Petunia x hybrida] 



305876 

uC- zmf IMo 17068c05bl 

BLASTX 

g!076315 

191 

6.0e-15 

65 

57 

cytochrome P450 - Arabidopsis thaliana 
>gi_853719_emb_CAA60?93_ (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi_871988_emb_CAA607 94__ (X87368) 
CYP90 protein [Arabidopsis thaliana] 

305877 

uC-zmflMol7068e08bl 

BLASTX 

gll8104 

394 

2.0e-38 

98 

78 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) {CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638__ (X68678) cyclophilin [Zea mays] 



305878 

uC-zmflMol7068e09bl 

BLASTX 

g!743277 

290 

4.0e-26 

122 

52 

(Y09741) beta-tubulin 



1 [Hordeum vulgare] 



305879 

uC-zmflMol7082a02bl 

BLASTX 

gl076809 

181 

2.0e-13 

47 

77 

H+- transporting ATPase (EC 3„< 



1.35) - maize 
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>gi_758355_emb_CAA59800_ (X85805) H ( + ) -transporting ATPase 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305880 

uC-zmflMol7082b08bl 

BLASTX 

g3024657 

228 

6.0e-19 

79 
61 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 
>gi_2668740 (AF034944) translation initiation factor; GOS2 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305881 

uC-zmflMol7082ellbl 

BLASTX 

g4378875 

164 

8.0e-12 

73 

44 

(AF124360) delta-12 



desaturase [Brassica carinata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305882 

uC-zmflMol7082el2bl 

BLASTX 

gll5679 

212 

4.0e-17 

85 
58 

CATALASE ISOZYME 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305883 

uC-zmflMol7082f03bl 

BLASTN 

g257040 

206 

1.0e-112 

307 
95 

hydroxyproline-rich glycoprotein [maize, Genomic, 



1703 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305884 

uC-zmflMol7082g01bl 

BLASTX 

g3135543 

172 

7.0e-18 

65 

78 

(AF062393) aquaporin [Oryza sativa] 



Seq. No. 
Seq. ID 



305885 

uC-zmflMol7083c!2bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4415925 

170 

5.0e-12 

122 
37 

(AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 


305886 


Seq. ID 


uC- zmf IMo 17083dl0bl 


Method 


BLASTN 


NCBI GI 


gl060934 


BLAST score 


117 


T7 1 tt a 1 no 
Hi vd-LU.tr 


3. Oe-59 


Match length 


129 


% identity 


98 


NCBI Description 


Maize mRNA for mLIP15 (] 


Seq. No. 


305887 


Seq. ID 


uC-zmflMol7083el2bl 


Method 


BLASTN 


NCBI GI 


g4140643 


BLAST score 


52 


E value 


9 Ha— 90 


Match length 


104 


% identity 


88 


NCBI Description 


Zea mays cosmid II.2E10 




complete sequence 


Seq. No. 


305888 


Seq. ID 


uC-zmflMol7083hllbl 


Method 


BLASTX 


NCBI GI 


gl332579 


BLAST score 


509 


E value 


3.0e-58 


Hatch length 


135 


% identity' 


9 


NCBI Description 


(X98063) polyubiquitin 


Seq. No. 


305889 


Seq. ID 


uC-zmflMol7084allbl 


Method 


BLASTX 


NCBI GI 


g3126967 


BLAST score 


647 


E value 


7.0e-68 



DNA-binding factor), complete cds 



Match length 

% identity 

NCBI Description 



145 
16 

(AF061807) polyubiquitin [Elaeagnus umbellata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST jscore 
E value 
Match length 



305890 

uC-zmflMol7084h03bl 

BLASTX 

g2984709 

381 

5.0e-37 
99 
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o • 



% identity 


76 


NCBI Description 


(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 


Seq. No, 


305891 


Seq. ID 


uC- zmf IMo 17085cl0bl 


Method 


BLASTN 


NCBI GI 


g257040 


BLAST score 


239 


E value 


1.0e-132 


Match length 


304 


% identity 


97 


NCBI Description 


hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 


Seq. No. 


305892 


Seq. ID 


uC-zmflMol7085dl0bl 


Method 


BLASTX 


NCBI GI 


g4581203 


BLAST score 


262 


E value 


8.0e-23 


Match length 


84 


% identity 


57 


NCBI Description 


(Y17912) cyclic nucleotide and calmodulin-regulated ion 




channel [Arabidopsis thaliana] 


Seq. No. 


305893 


Seq. ID 


uC-zmflMol7085e02bl 


Method 


BLASTX 


NCBI GI 


g3033401 




*J *± *i 


E value 


6.0e-56 


Match length 


129 


% identity 


79 


NCBI Description 


(AC004238) putative potassium transporter [Arabidopsis 




thaliana] 


Seq. No. 


305894 


Seq. ID 


uC-zmflMol7085e03bl 


Method 


BLASTX 


NCBI GI 


gl32147 


BLAST score 


413 


E value 


2.0e-40 


Match length 


74 


% identity 


97 


NCBI Description 


RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN PRECURSOR 



(RUBISCO SMALL SUBUNIT) >gi_68089_pir RKZMS 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor - maize >gi_22474_emb_CAA29784_ (X06535) 
ribulose-1, 5-bisphosphate carboxylase (RuBPC) precursor 
[Zea mays] >gi_217964_dbj_BAA00120_ (D00170) ribulose 
1, 5-bisphosphate carboxylase small subunit [Zea mays] 

>gi_359512_prf 1312317A ribulosebisphosphate carboxylase 

[Zea mays] 

Seq. No. 305895 

Seq. ID uC-zmflMol7085e07bl 

Method BLASTX 

NCBI GI g3342823 



43357 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



261 

1.0e-22 

50 

92 

(AF076955) eukaryotic translation initiation factor p28 
subunit [Zea mays] 

305896 

uC-zmflMol7085f01bl 

BLASTX 

g3135543 

373 

5.0e-36 

87 

84 

(AF062393) aquaporin [Oryza sativa] 
305897 

uC-zmflMo!7085h03bl 

BLASTX 

g4490752 

244 

3.0e-21 

70 

69 

(AL035708) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

305898 

uC-zmflMol7085hl2bl 

BLASTN 

g257040 

204 

1.0e-lll 

248 

96 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 
305899 

uC- zmflMo 1 7 0 8 6a 1 lb 1 

BLASTN 

g4007864 

287 

1.0e-160 

362 

61 

Zea mays HRGP gene, AC1503 line 



305900 

uC - zmf IMo 17086c03bl 

BLASTX 

g!35398 

635 

2.0e-66 

125 
94 

TUBULIN ALPHA- 1 CHAIN 



>gi_82731_pir S15773 tubulin alpha-1 



43358 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 



305901 

uC-zmf 1Mo17 08 6c07bl 

BLASTX 

g498643 

657 

5.0e-69 

148 

91 

(U10270) G-box binding factor 1 



[Zea mays] 



305902 

uC-zmflMol7086cllbl 

BLASTX 

g2828296 

477 

6.0e-48 

96 

91 

(AL021687) RNase L inhibitor [Arabidopsis thaliana] 
305903 

uC- zmf IMo 1 7 0 8 6d0 Ibl 

BLASTX 

g3126967 

559 

1.0e-57 

117 

17 

(AF061807) polyubiquitin [Elaeagnus umbellata] 
305904 

uC- zmf IMo 1 7 0 8 6d0 7 b 1 

BLASTX 

g3126967 

390 

7.0e-38 

112 

13 

(AF061807) polyubiquitin [Elaeagnus umbellata] 
305905 

uC-zmflMol7086g01bl 

BLASTX 

g2921304 

411 

5.0e-43 

126 

77 

(AF0334 96) herbicide safener binding protein [Zea mays] 
305906 

uC-zmflMol7086h08bl 

BLASTX 

g2392895 



43359 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No.. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



343 

1.0e-32 

97 

67 

(AF017056) brassinosteroid insensitive 1 
thaliana] 



[Arabidopsis 



305907 

uC- zmf IMo 1 7 0 8 6hl lb 1 

BLASTX 

g3126967 

300 

2.0e-27 

96 

12 

(AF061807) polyubiquitin [Elaeagnus umbellata] 



305908 

uC-zmflMol7087bl0bl 

BLASTX 

gl35398 

252 

2.0e-32 

91 

70 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir_ 
chain - maize >gi_22147_emb_CAA337 34_ 
alphal-tubulin [Zea mays] 



S15773 tubulin alpha- 1 
(X15704) 



305909 

uC-zmflMol7087dllbl 

BLASTN 

g22312 

80 

3.0e-37 

124 

91 

Maize ABA-inducible gene for glycine-rich protein { ABA 
abscisic acid) 

305910 

uC-zmflMol7087e04bl 

BLASTN 

g22292 

119 

2.0e-60 

258 

89 

2. mays mRNA for glycine-rich protein 
305911 

uC- zmf IMo 17087fllbl 

BLASTX 

gl00490 

162 

3.0e-ll 
85 
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o 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



18 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 

305912 

uC-zmflMol7087g07bl 

BLASTX 

g3451074 

200 

7.0e-16 

64 
58 

(AL031326) putative protein [Arabidopsis thaliana] 
305913 

uC-zmflMol7087gl0bl 

BLASTX 

g2129946 

194 

6.0e-15 

64 
67 

ADP-ribosylation factor homolog GTP-binding protein NTGB1 
common tobacco (fragment) >gi_1184987 (U46927) NTGB1 
[Nicotiana tabacum] 

305914 

uC-zmflMol7089a09bl 

BLASTX 

g3264596 

269 

9.0e-24 

90 

63 

(AF057183) putative tonoplast aquaporin [Zea mays] 
305915 

uC-zmflMol7089d01bl 

BLASTX 

g283045 

157 

1.0e-10 

83 
46 

hydroxyproline-rich glycoprotein - maize 
>gi_22333_emb_CAA44844_ (X63134) hydroxyproline-rich 

glycoprotein [Zea mays] >gi_228936_prf 1814452A Hyp-rich 

glycoprotein [Zea mays] 

305916 

uC-zmflMo!7089f02bl 

BLASTX 

g4205079 

407 

1.0e-39 

145 
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% identity 

NCBI Description 



55 

(U70425) ankyrin repeat-containing protein 2 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



305917 

uC-zmflMol7089f06bl 

BLASTX 

g2801433 

321 

1.0e-29 

90 

69 

(AF017991) salt stress inducible small GTP binding protein 
Rani homolog [Arabidopsis thaliana] >gi_3559764 (U75601) 
unknown [Arabidopsis thaliana] 

305918 

uC- zmf lMol7 08 9g0 6bl 

BLASTX 

g2058280 

168 

6.0e-12 

44 

77 

(X97381) atran3 [Arabidopsis thaliana] 
305919 

uC-zmflMol7089g07bl 

BLASTN 

g2345085 

95 

4.0e-46 

138 

92 

Zea mays ribosomal RNA intergenic spacer, partial sequence 
305920 

uC-zmflMol7089h06bl 

BLASTX 

gl35060 

298 

4.0e-27 

112 

58 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANS FERASE 1) 

( SHRUNKEN- 1) >gi_66570_pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_224 86_emb_CAA26247__ (X02400) sucrose 
synthase [Zea mays] >gi_22488_emb_CAA26229_ (X02382) 
sucrose synthase [Zea mays] 

305921 

uC-zmflMol7091a08bl 

BLASTN 

gl906603 

115 

7.0e-58 
338 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

Zea mays ACCase gene, intron containing colonistl and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 

305922 

uC-zmflMol7091b08bl 

BLASTX 

gll2994 

350 

3.0e-33 

82 
87 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID- INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA- inducible gene protein [Zea mays] 

>gi__226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 



Seq. No. 


305923 


Seq. ID 


uC- zmf 1Mo17 0 9 IcO 9b 1 


Method 


BLASTX 


NCBI GI 


g2668742 


BLAST score 


417 


E value 


4.0e-41 


Match length 


84 


% identity 


95 


NCBI Description 


(AF034 945) glycine-rich RNA binding prot< 


Seq. No. 


305924 


Seq. ID 


uC-zmflMol7091g04bl 


Method 


BLASTX 


NCBI GI 


g3184082 


BLAST score 


291 


E value 


3.0e-26 


Match length 


102 


% identity 


51 


NCBI Description 


(AL023781) N-terminal acetyltransf erase : 




[Schizosaccharomyces pombe] 


Seq. No. 


305925 


Seq. ID 


uC- zmf IMo 1 7 0 92b 0 5bl 


Method 


BLASTX 


NCBI GI 


gll5771 


BLAST score 


400 


E value 


5.0e-39 


Match length 


93 


% identity 


82 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 



Seq. No. 
Seq. ID 



(CAB-1) (LHCP) >gi_82682jpir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224__emb_CAA32900_ (X147 94) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

305926 

uC-zmflMo!7092b06bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl076591 

205 

4.0e-16 

111 
42 

polygalacturonase inhibitor protein - tomato >gi_4 69457 
(L26529) polygalacturonase inhibitor protein [Lycopersicon 
esculentum] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305927 

uC-zmflMol7093b05bl 

BLASTN 

g2921303 

46 

5.0e-17 

78 

90 

Zea mays herbicide safener binding protein 
complete cds 



(SBP1) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305928 

uC-zmflMol7093d09bl 

BLASTN 

g4007864 

144 

2.0e-75 

236 

90 

Zea mays HRGP gene, AC1503 line 
305929 

uC-zmflb73001a01bl 

BLASTX 

g3776567 

189 

7.0e-23 

150 

49 

(AC005388) Strong similarity to F21B7.33 gi_2809264 from A. 
thaliana BAC gb_AC002560. EST gb_N65119 comes from this 
gene. [Arabidopsis thaliana] 

305930 

uC-zmflb73001a04bl 

BLASTX 

gll5815 

268 

2.0e-23 

90 

56 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 



43364 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305931 

uC-zmflb73001a06bl 

BLAST N 

g639721 

37 

2.0e-ll 

69 

88 

Zea mays calcium-dependent protein kinase (CDPK) gene f 
exons 1-7 and partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305932 

uC-zmflb73001c!2bl 

BLASTX 

g4454483 

240 

5.0e-20 

73 

66 

(AC006234) putative kinase, 5' 
thaliana] 



partial [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305933 

uC-zmflb73001d02bl 

BLASTX 

g4529972 

336 

2.0e-31 

120 

54 

(AC002330) putative chloroplast outer envelope 86-like 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305934 

uC-zmflb73001d07bl 

BLASTX 

g4062934 

169 

1.0e-13 

75 
59 

(D88272) formate dehydrogenase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305935 

uC-zmflb73001e01bl 

BLASTN 

g22379 

84 

2.0e-39 

200 

85 

Z.mays mRNA for CAAT-box DNA binding protein subunit B 
(NF-YB) 



Seq. No. 
Seq. ID 
Method 



305936 

uC-zmflb73001f07bl 
BLASTX 
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NCBI GI 


g2262105 


BLAST score 


368 


E value 


4.0e-35 


Match length 


132 


% identity 


53 


NCBI Description 


(AC002343) unknown protein [Arabidopsis thaliana] 


Seq. No. 


305937 


Seq. ID 


uC-zmflb73001fllbl 


Method 


BLASTX 


NCBI GI 


a3779024 


BLAST score 


149 


E value 


2.0e-09 


Match length 


57 


% identity 


53 


NCBI Description 


(AC005171) unknown protein [Arabidopsis thaliana] 


Seq. No. 


305938 


Seq. ID 


uC-zmflb73001g!2bl 


Method 


BLASTX 


NCBI GI 


a2222798 


BLAST score 


500 


E value 


1.0e-50 


Match length 


125 


% identity 


80 


NCBI Description 


(Y14008) gibberellin 20-oxidase [Triticum aestivum] 


Seq. No. 


305939 


Seq. ID 


uC-zmflb73003c01bl 


Method 


BLASTN 


NCBI GI 


a22091 


BLAST score 


129 


E value 


2.0e-66 


Match length 


225 


% identity 


89 


NCBI Description 


Z.diploperennis gene for hydroxyproline-rich glycoprotein 


Seq. No. 


305940 


Seq. ID 


uC-zmflb73003f03bl 


Method 


BLASTN 


NCBI GI 


g22159 




71 


E value 


8.0e-32 


Match length 


75 


% identity 


99 


NCBI Description 


Zea mays mRNA for adenine nucleotide translocator (ATP/ADP 




translocator) 


Seq. No. 


305941 


Seq. ID 


uC-zmflb73003g01bl 


Method 


BLASTX 


NCBI GI 


g4263721 


BLAST score 


168 


E value 


5.0e-12 


Match length 


101 


% identity 


39 


NCBI Description 


(AC006223). putative DNA repair protein RAD50 [Arabidopsis 



43366 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305942 

uC-zmflb73003g04bl 

BLASTX 

g2708745 

257 

1.0e-23 

65 

89 

(AC003952) putative calcium-dependent ser/thr protein 
kinase [Arabidopsis thaliana] 

305943 

uC-zmflb73003g06bl 

BLAST N 

g3219148 

46 

1.0e-16 

70 

91 

Mesembryanthemum crystallinum cdc2 related mRNA, partial 
cds 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305944 

uC-zmflb73003h02bl 

BLASTX 

gl518540 

226 

3.0e-19 

57 

70 

(U53418) UDP-glucose dehydrogenase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305945 

uC-zmflb73003h03bl 

BLASTX 

g82696 

308 

2.0e-28 

80 

72 

glycine-rich protein - maize >gi_22293__emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

305946 

uC-zmflb73003h08bl 

BLASTX 

gl35460 

247 

2.0e-21 

57 

84 

TUBULIN BETA- 2 CHAIN >gi_100933_pir_S147 02 tubulin beta-2 
chain - maize >gi_22184_emb_CAA37061_ (X52879) beta 2 
tubulin (AA 1-44 4) [Zea mays] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305947 

uC-zmflb73004a07al 

BLASTX 

g4455259 

418 

5.0e-41 

134 
60 

(AL035523) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

305948 

uC-zmflb73005f09al 

BLASTX 

gl706103 

148 

2.0e-09 

72 
43 

CLEAVAGE AND POL YADEN YLAT I ON SPECIFICITY FACTOR, 100 KD 

SUBUNIT (CPSF 100 KD SUBUNIT) >gi_1363022_pir A56351 

cleavage and polyadenylation specificity factor 100K chain 
- bovine >gi_599683_emb_CAA53535_ (X75931) Cleavage and 
Polyadenylation specificity factor (CPSF) lOOkD subunit 
[Bos taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305949 

uC-zmflb73006b03al 

BLASTX 

g3036803 

348 

8.0e-33 

104 

63 

(AL022373) hypothetical protein [Arabidopsis thaliana] 
305950 

uC-zmflb73006dllal 

BLASTX 

g4079798 

141 

6.0e-09 

35 
77 

(AF052203) 23 kDa polypeptide of photosystem II [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305951 

uC-zmflb73006f07al 

BLASTN 

g435174 

38 

5.0e-12 

102 

84 

A. sativa (Pewi) ASTCP-K36 mRNA for 



t complex polypeptide 



43368 



Seq. No. 305952 

Seq. ID uC-zmflb73008b09al 

Method BLASTX 

NCBI GI g862310 

BLAST score 271 

E value 8.0e-24 

Match length 54 

% identity 100 

NCBI Description (L28001) G protein alpha-subunit [Oryza sativa] 

Seq. No. 305953 

Seq. ID uC-zmflb73008c05bl 

Method BLASTX 

NCBI GI gl574938 

BLAST score 380 

E value 1.0e-36 

Match length 76 

% identity 93 

NCBI Description (U34726) superoxide dismutase 4 [Zea mays] 

Seq. No. 305954 

Seq. ID ' uC-zmflb73008el0al 

Method BlASTX 

NCBI GI g2464901 

BLAST score 234 

E value 3.0e-24 

Match length 80 

% identity 64 

NCBI Description (Z99708) putative protein [Arabidopsis thaliana] 

Seq. No. 305955 

Seq. ID uC-zmflb73008f06bl 

Method BLASTX 

NCBI GI g3033375 

BLAST score 358 

E value 6.0e-34 

Match length 148 

% identity 49 

NCBI Description (AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 

Seq. No. 305956 

Seq. ID uC-zmflb73008g02bl 

Method BLASTN 

NCBI GI g998429 

BLAST score 118 

E value 4.0e-60 

Match length 171 

% identity 99 

NCBI Description GRFl=general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 

Seq. No. 305957 

Seq. ID uC-zmflb73008g04bl 

Method BLASTX 

NCBI GI gl930081 

BLAST score 457 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-51 

140 

72 

(U92878) 



acyl-ACP thioesterase [Garcinia mangostana] 



305958 

uC-zmflb73008hl2bl 

BLASTX 

g4249377 

206 

4.0e-16 

54 
70 

(AC005966) Similar to gi_2829865 F3I6.4 from Arabidopsis 
thaliana BAC gb_AC002396. [Arabidopsis thaliana] 

305959 

uC-zmflb73011bl0bl 

BLASTN 

g3341647 

88 

1.0e-41 

' 247 
85 

Zea mays Ama gene encoding single-subunit RNA polymerase 
305960 

uC-zmflb73011c01bl 

BLASTX 

g401238 

706 

1.0e-74 

163 

83 

UBIQUITIN-ACTIVATING ENZYME El 3 >gi_170686 (M90664) 
ubiquitin activating enzyme [Triticum aestivum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305961 

uC-zmflb73011c04bl 

BLASTN 

g2623247 

122 

6.0e-62 

438 

91 

Zea mays SU1 isoamylase 



( sugary 1) gene, complete cds 



305962 

uC-zmflb73011cl2bl 

BLASTX 

g2459426 

308 

5.0e-28 

120 
53 

(AC002332) putative splicing factor U2AF large chain 
[Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305963 

uC-zmflb73011d08bl 

BLASTX 

gl706956 

208 

1.0e-24 

119 

54 

(U58283) cellulose synthase [Gossypium hirsutum] 
305964 

uC-zmflb73011ellbl 

BLASTX 

g2984709 

409 

4.0e-49 

135 
78 

(AF0534 68) DnaJ-related protein ZMDJ1 [Zea mays] 
305965 

uC-zmflb73011fllbl 

BLASTX 

g3063457 

178 

8.0e-13 

118 
35 

(AC003981) F22013.19 [Arabidopsis thaliana] 
305966 

uC-zmflb73011hl0bl 

BLASTX 

g3426037 

603 

1.0e-62 

148 

75 

(AC005168) putative ABC transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305967 

uC-zmflb73012a07bl 

BLASTX 

g2244913 

192 

1.0e-14 

97 

51 

(Z97339) similar to SEN1 protein 
thaliana] 



- yeast [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



305968 

uC-zmflb73012b06bl 

BLASTX 

gl351904 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



596 

8.0e-62 

184 

52 

AS PARTOKI NAS £ 1 / HOMOS ERINE DEHYDROGENASE 1 CHLOROP LAS T 
PRECURSOR (AK-HSDH 1) (AKHSDH1) >gi_500851 (L33912) 
aspartate kinase-homoserine dehydrogenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 



305969 

uC-zmflb73012c01a2 

BLASTX 

g4585972 

366 

5.0e-35 

102 

65 

(AC005287) Putative ATPase 
305970 

uC-zmflb73012d08bl 

BLASTN 

gl69818 

213 

1.0e-116 

456 

87 

Rice 25S ribosomal RNA gene 



305971 

uC-zmflb73012f06bl 

BLASTN 

g483411 

143 

2.0e-74 

303 

98 

Zea Mays calmodul in-binding protein raRNA, 



3 'end 



305972 

uC-zmflb73012g05bl 

BLASTX 

g3413704 

526 

1.0e-53 

139 

73 

(AC004747) hypothetical protein [Arabidopsis thaliana] 



305973 

uC-zmflb73012gllbl 

BLASTX 

g3096922 

265 

4.0e-23 

82 

68 

(AL023094) putative protein 



[Arabidopsis thaliana] 
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Seq. No. : 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
v Match length 
% identity 
NCBI Description 



305974 

uC-zmflb73012h02bl 

BLASTN 

g4185305 

60 

6.0e-25 

305 

84 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305975 

uC-zmflb73013a04bl 

BLASTX 

g4585876 

356 

5.0e-34 

103 
60 

(AC005850) Putative serine/threonine kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305976 

uC- zmf lb7 3 0 1 3b 0 5 a2 
BLASTX 

g3176660 , 
181 

2.0e-13 

100 

45 

(AC004393) Similar to ERECTA receptor protein kinase 
gb_U47029 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305977 

uC-zmflb73013e07a2 

BLASTX 

g3242715 

209 

5.0e-17 

75 

59 

(AC003040) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305978 

uC-zmflb73013f04bl 

BLASTX 

g4063747 

392 

4.0e-38 

94 

73 

(AC005851) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



305979 
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Seq. ID ~ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
,NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI 'Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73013f05bl 

BLASTN 

g22091 

240 

1.0e-132 

313 

94 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 
305980 

uC-zmflb73013f07a2 

BLASTX 

g3355486 

228 

6.0e-19 

63 
62 

(AC004218) unknown protein [Arabidopsis thaliana] 
305981 

uC-zmflb73013h09a2 

BLASTN 

g577818 

38 

2.0e-12 

90 

86 

Z.mays gene for H2B histone (gH2B4) 



305982 

uC-zmflb73014a09al 

BLASTX 

g3435306 

173 

1.0e-12 

54 

59 

(AF082874) glycolate oxidase 



[Medicago sativa] 



305983 

uC-zmflb73014e!0bl 

BLASTX 

g3337356 

437 

1.0e-56 

130 
86 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



305984 

uC-zmflb73014el2bl 

BLASTX 

g2961437 

328 

2.0e-30 
134 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

(L37527) MADS box protein [Oryza sativa] 
305985 

uC-zmflb73014fllbl 

BLASTX 

gl935021 

178 

7.0e-13 

81 
47 

(Z93775) monosaccharid transport protein [Vicia faba] 



305986 

uC-zmflb73014gllbl 

BLASTN 

g4539654 

118 

1.0e-59 

214 

89 

Sorghum bicolor 22 



kDa kafirin cluster 



305987 

uC-zmflb73015c07bl 

BLASTX 

g3599491 

235 

2.0e-19 

55 
78 

(AF085149) putative aminotransferase [Capsicum chinense] 
305988 

uC-zmflb73015d06bl 

BLASTX 

g3913427 

362 

2.0e-49 

144 

77 

S - ADENOS YLME T H I ON I NE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi__1532073_emb_CAA69075_ (Y077 67) 
S-adenosylmethionine decarboxylase [Zea mays] 

305989 

uC-zmflb73015f02bl 

BLASTX 

g3176661 

454 

4.0e-45 

195 

46 

(AC004393) Similar to putative DNA polymerase gb_M29683 
from S. cerevisiae. [Arabidopsis thaliana] 



Seq. No. 



305990 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73015h07a2 

BLASTX 

g4586034 

163 

2.0e-ll 

87 
49 

(AC007109) unknown protein [Arabidopsis thaliana] 
305991 

uC-zmflb73016b03bl 

BLASTN 

g3821780 

36 

9.0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

tfCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305992 

uC-zmflb73016c08al 

BLASTX 

g209603 

227 

7.0e-19 

49 

90 

(M31426) ubiquitin/relaxin fusion protein [Artificial gene] 
305993 

uC-zmflb73016e01al 

BLASTN 

g22204 

132 

4.0e-68 

188 

93 

Maize Bz-McC gene for UDPglucose flavonoid 
glycosyl-transf erase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



305994 

uC-zmflb73016e09bl 

BLASTX 

g4056503 

158 

1.0e-10 

36 

81 

(AC005896) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



305995 

uC-zmflb73016h04bl 

BLASTX 

g482311 

318 

2.0e-29 
67 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

photosystem II oxygen-evolving complex protein 1 - rice 

(strain Nihonbare) >gi_739292_prf 2002393A oxygen-evolving 

complex protein 1 [Oryza sativa] 

305996 

uC-zmflb73016h09bl 

BLASTX 

g2662375 

148 

l.Ge-09 

70 
43 

(D89060) oligosaccharyltransf erase [Homo sapiens] 
305997 

uC-zmflb73017a03bl 

BLASTX 

g3482929 

335 

2.0e-31 

68 
82 

(AC003970) Putative transcription factor [Arabidopsis 
thaliana] 

305998 

uC-zmflb73017clla2 

BLASTX 

g3335376 

178 

7.0e-13 

60 
55 

(AC003028) putative ammonium transporter [Arabidopsis 
thaliana] 

305999 

uC-zmflb73017d01bl 

BLASTX 

g3702335 

290 

5.0e-26 

76 

67 

(AC005397) putative DNA binding protein [Arabidopsis 
thaliana] 

306000 

uC-zmflb73017d07a2 

BLASTN 

g498772 

89 

1.0e-42 

248 

84 

Z*mays (cv DH5xDH7) hsp70-4 mRNA for heat shock protein 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306001 

uC-zmflb73017dllbl 

BLASTX 

g312179 

477 

5.0e-48 

109 

89 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde~3-phosphate 
dehydrogenase [Zea mays] 



306002 

uC-zmflb73017e03bl 

BLASTX 

gll68536 

629 

1.0e-65 

154 
79 

PHYTEPSIN PRECURSOR (ASPARTIC PROTEINASE) 

>gi_100567_pir SI 9697 aspartic proteinase 

precursor - barley >gi_18904_emb_CAA39602_ 
aspartic proteinase [Hordeum vulgare] 



(EC 3.4.23.-) 
(X56136) 



306003 

uC-zmflb73017e04a2 

BLASTN 

g!3918 

109 

2.0e-54 

259 

94 

Maize mitochondrial 



DNA for 5kB alpha-Rl repeat 



306004 

uC-zmflb73017e04bl 

BLASTN 

gl3919 

336 

0.0e+00 

348 

99 

Maize mitochondrial DNA for 5kB beta-R2 repeat 
306005 

uC-zmflb73017fl0bl 

BLASTX 

g2914700 

630 

6.0e-66 

135 

89 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
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thaliana] 



Seq. No. 


306006 


Seq. ID 


uC-zmflb73017gllbl 


Method 


BLASTX 


NCBI GI 


g2465923 


BLAST score 


403 


E value 


3.0e-39 


Match length 


175 


% identity 


24 


NCBI Description 


(AF024 648) receptor-like serine/threonine kinase 




[Arabidopsis thaliana] 


Seq. No. 


306007 


Seq. ID 


uC-zmflb73017h05bl 


Method 


BLASTX 


NCBI GI 


g3176726 


BLAST score 


263 


E value 


2.0e-27 


Match length 


96 


% identity 


72 


NCBI Description 


(AC002392) putative serine proteinase [Arabidopsis 




thaliana] 


Seq. No. 


306008 


Seq. ID 


uC-zmflb73018b01bl 


Method 


BLASTX 


NCBI GI 


g3046815 


BLAST score 


426 


E value 


6.0e-42 


Match length 


98 


% identity 


79 


NCBI Description 


(AL021687) cytochrome P450 [Arabidopsis thaliana] 


Seq. No. 


306009 


Seq. ID 


uC-zmflb73018cllal 


Method 


BLASTX 


NCBI GI 


g3688602 


BLAST score 


221 


E value 


5.0e-18 


Match length 


65 


% identity 


65 


NCBI Description 


(AB009031) Oxidosqualene Cyclase [Panax ginseng] 


Seq. No. 


306010 


Seq. ID 


uC-zmflb73018f05al 


Method 


BLASTX 


NCBI GI 


g4582450 


BLAST score 


316 


E value 


4.0e-29 


Match length 


105 


% identity 


47 


NCBI Description 


(AC007071) putative APG protein [Arabidopsis thali, 


Seq. No. 


306011 


Seq. ID 


uC-zmflb73018f06bl 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl881662 
299 

5.0e-27 

168 

38 

(U89264) kinesin like protein 67a [Drosophila melanogaster ] 
306012 

uC-zmflb73018f08al 

BLASTN 

g4530610 

67 

3.0e-29 

79 

96 

Oryza sativa subsp. indica serine/threonine protein 
phosphatase PP2A-2 catalytic subunit (Pp2A) gene, complete 
cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



306013 

uC-zmflb73018fl2bl 

BLASTX 

g2335108 

495 

6.0e-50 

142 

68 

(AC002339) putative isulinase [Arabidopsis thaliana] 
306014 

uC-zmflb73018g09bl 

BLASTX 

g2129559 

170 

3.0e-12 

96 

41 

cellulase homolog OR16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 

306015 

uC-zmflb73019b03al 

BLASTX 

g2760323 

235 

1.0e-19 

76 
50 

(AC002130) F1N21.8 [Arabidopsis thaliana] 
306016 

uC-zmflb73019c06bl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2996096 
176 

1.0e-12 

81 
52 

(AF030517) translation elongation factor-1 alpha; EF-1 
alpha [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306017 

uC-zmflb73019f03bl 

BLASTX 

gll70937 

704 

2.0e-74 

142 

94 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No. 


306018 


Seq. ID 


uC-zmflb73019f08bl 


Method 


BLASTX 


NCBI GI 


g2 98470 9 


BLAST score 


492 


E value 


1.0e-49 


Match length 


101 


% identity 


91 


NCBI Description 


(AF053468) DnaJ-related prot< 


Seq. No. 


306019 


Seq. ID 


uC-zmflb73019gllbl 


Method 


BLASTX 


NCBI GI 


g2655008 


BLAST score 


305 


E value 


8.0e-28 


Match length 


132 


% identity 


43 


NCBI Description 


(AF0 17 14 4 ) ( 1-4 ) -beta-mannan 




esculentum] 


Seq. No. 


306020 


Seq. ID 


uC - zmflb7 3 0 2 ObO 6b 1 


Method 


BLASTX 


NCBI GI 


g4522008 


BLAST score 


468 


E value 


7.0e-47 


Match length 


139 


% identity 


64 


NCBI Description 


(AC007069) hypothetical prot< 


Seq. No. 


306021 


Seq. ID 


uC-zmflb73020c05bl 


Method 


BLASTX 


NCBI GI 


g939785 


BLAST score 


331 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-31 

110 

64 

(L46400] 



MADS box protein [Zea mays] 



306022 

uC-zmflb73020d06bl 

BLASTX 

g4432863 

223 

4.0e-18 

68 
60 

(AC006300) putative phosphate /phosphoenolpyruvate 
translocator protein [Arabidopsis thaliana] 

306023 

uC-zmflb73020el2bl 

BLASTX 

gll72977 

175 

9.0e-19 

115 

53 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) cytoplasmic 
ribosomal protein L18 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306024 

uC-zmflb73020fl2bl 

BLASTX 

g2654868 

167 

3.0e-19 

72 

71 

(AF015301) RbohApl08 



[Arabidopsis thaliana] 



306025 

uC-zmflb73020g03bl 

BLASTN 

g!68436 

88 

9.0e-42 

236 

84 

Zea mays catalase (Cat3) 



gene, complete cds 



306026 

uC-zmflb73020h08al 

BLASTX 

g2494132 

143 

5.0e-09 

71 

41 

(AC002376) Contains similarity to human dimethylaniline 
monooxygenase (gb_M64082) . [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306027 

uC-zmflb73020h08bl 

BLASTX 

g3142293 

288 

9.0e-26 

129 

47 

(AC002411) Contains similarity to myosin IB heavy chain 
gb_X70400 from Gallus gallus . [Arabidopsis thaliana] 

306028 

uC-zmflb73020hllbl 

BLASTX 

g3169178 

153 

6.0e-10 

44 

61 

(AC004401) hypothetical protein [Arabidopsis thaliana] 
306029 

uC-zmflb73021h06a2 

BLASTX 

g3461815 

169 

2.0e-12 

43 

70 

(AC004138) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306030 

uC-zmflb73022a04bl 

BLASTX 

g3023512 

171 

4.0e-12 

61 

51 

PUTATIVE ATP-DEPENDENT CLP PROTEASE PROTEOLYTIC SUBUNIT 

PRECURSOR (ENDOPEPTIDASE CLP) >gi_2134 7 93_pir S68421 

ATP-dependent Clp proteinase (EC 3.4.21.92) chain P homolog 
- human >gi_963048_emb_CAA90705_ (Z50853) CLPP [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306031 

uC-zmflb73022f01al 

BLASTN 

g309569 

66 

4.0e-29 

134 

89 

Zea mays transcriptional activator for anthocyanin 
synthesis gene, complete cds 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306032 

uC-zmflb73022g01al ' 

BLASTX 

g731415 

191 

1.0e-14 

82 

49 

PROBABLE CALCIUM-TRANSPORTING ATPASE 6 

>gi_1077 608_pir S50428 hypothetical protein YEL031w - 

"yeast (Saccharomyces cerevisiae) >gi_602398 (U18530) P-type 
ATPase; YEL031W [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306033 

uC-zmflb7 3023b01al 

BLASTN 

g!68617 

190 

1.0e-102 

226 

96 

Maize putative protein kinase mRNA, 3 1 



end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306034 

uC-zmflb73023g02al 

BLASTX 

g2554835 

155 

1.0e-10 

42 
71 

Chain I, Acetohydroxy Acid Isomeroreductase Complexed With 
Nadph, Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) >gi_2554836_pdb_lYVE_J Chain J, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) >gi_2554837_pdb_lYVE_K Chain K, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha {N-Hydroxy-N- 
Isopropyloxamate) >gi_2554838_pdb_lYVE_L Chain L, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306035 

uC-zmflb73025d02al 

BLASTX 

g3298474 

273 

2.0e-24 

88 

68 

(AB012765) ovpl [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 



306036 

uC-zmflb73026a04bl 
BLASTX 
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NCBI GI 


g4539662 


BLAST score 


227 


E value 


1.0e-18 


Match length 


135 


% identity 


40 


NCBI Description 


(AF061282) polyprotein [Sorghum bicolor] 


Seq. No. 


306037 


Seq. ID 


uC-zmflb73026b08bl 


Method 


BLASTX 


NCBI GI 


a3063465 


BLAST score 


147 


E value 


4.0e-09 


Match length 


113 


% identity 


35 


NCBI Description 


(AC003981) F22013.27 [Arabidopsis thaliana] 


Seq. No. 


306038 


Seq. ID 


uC-zmflb73026c01bl 


Method 


BLASTX 


NCBI GI 


g2773154 


BLAST score 


154 


E value 


4.0e-10 


Match length 


91 


% identity 


40 


NCBI Description 


(AF039573) abscisic acid- and stress-inducible 




[Oryza sativa] 


Seq. No. 


306039 


Seq. ID 


uC-zmflb73026d01bl 


Method 


BLASTN 


NCBI GI 


gl042268 


"RT.Zi Qi"P o nnrp 
L> l.ir\.iD ± O v^LJ_L C 


-L J VJ 


E value 


9.0e-67 


Match length 


134 


% identity 


99 


NCBI Description 


{Mul element insertion site, clone 20} [maize, 




134 nt] 


Seq. No. 


306040 


Seq. ID 


uC-zmflb73026d04bl 


Method 


BLASTX 


NCBI GI 


g3075394 


BLAST score 


331 


E value 


7.0e-31 


Match length 


78 


% identity 


82 


NCBI Description 


(AC004484) putative beta-ketoacyl-CoA synthase 




thaliana] >gi_3559809_emb__CAA09311_ (AJ010713) 



f iddlehead 



protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



306041 

uC-zmflb73026g02bl 

BLASTN 

g902200 

358 

O.Oe+00 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 

362 
100 

Z.raays complete chloroplast genome 



306042 

uC-zmflb73026hl0bl 

BLASTX 

g629775 

343 

3.0e-32 

69 

91 

beta-ketoacyl-ACP synthase - barley 



(fragment) 



306043 

uC-zmflb73027a04bl 

BLASTX 

g3805842 

185 

1.0e-13 

89 

52 

(AL031986) putative protein [Arabidopsis thaliana] 



306044 

uC-zmflb73027b03al 

BLASTX 

g3522942 

209 

1.0e-16 

82 
54 

(AC004411) hypothetical protein 



[Arabidopsis thaliana] 



306045 

uC-zmflb73027bllbl 

BLASTX 

g2498883 

382 

7.0e-50 

145 

69 

SPLICEOSOME ASSOCIATED PROTEIN 145 (SAP 145) (SF3B150) 
>gi_1173905 (U41371) spliceosome associated protein [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306046 

uC-zmflb73027dl2bl 

BLASTX 

g4376203 

200 

1.0e-21 

120 
45 

(U35226) putative cytochrome 
plumbagini folia] 



P-450 [Nicotiana 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



306047 

uC-zmflb73027e06bl 

BLASTX 

gll4643 

256 

3.0e-22 

93 

62 

ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67879__pir PWSPG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - spinach 
>gi__21238_emb_CAA35158_ (X17257) gamma-subunit of 
chloroplast ATP synthase [Spinacia oleracea] 
>gi_531111_emb__CAA53734_ (X7 6131) gamma subunit of the 
chloroplast ATP synthase [Spinacia oleracea] 

306048 

uC-zmflb73027f01bl 

BLASTN 

g22091 

97 

3.0e-47 

161 
90 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 
306049 

uC-zmflb73027fllbl 

BLASTX 

g4049346 

240 

4.0e-20 

87 

51 

(AL034567) putative protein [Arabidopsis thaliana] 
306050 

uC-zmflb73027h!0al 

BLASTX 

gl351974 

154 

2.0e-10 

35 
83 

ADP-RIBOSYLATION FACTOR >gi_1076788_pir S49325 

ADP-ribosylation factor - maize >gi_107 67 89_pir S53486 

ADP-ribosylation factor - maize >gi_556686_emb_CAA56351__ 
(X80042) ADP-ribosylation factor [Zea mays] 

306051 

uC-zmflb73028b07bl 

BLASTX 

gll68536 

587 

7.0e-61 

123 

91 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PHYTEPSIN PRECURSOR {ASPARTIC PROTEINASE) 

>gi_100567_pir S19697 aspartic proteinase (EC 3.4.23. 

precursor - barley >gi_18904_emb_CAA39602_ (X56136) 
aspartic proteinase [Hordeum vulgare] 

306052 

uC-zmflb73028b09al 

BLASTN 

g2326946 

119 

1.0e-60 

211 

89 

Z.mays mRNA for chlorophyll a/b-binding protein CP29 



306053 

uC-zmflb73028b!0bl 

BLASTX 

g283051 

279 

1.0e-24 

84 

69 

RNA-directed DNA polymerase 
transposon ( fragment ) 



(EC 2.7.7.49) - maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



306054 

uC-zmflb73028c07bl 

BLASTX 

g4584429 

161 

7.0e-ll 

111 

40 

(AJ237751) aquaglyceroporin 



[Nicotiana tabacum] 



306055 

uC-zmflb73028d07bl 

BLASTX 

g2501189 

163 

3.0e-ll 

54 

65 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil- 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 

306056 

uC-zmflb73028dllbl 

BLASTX 

g2773154 

285 

2.0e-25 

131 

50 
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NCBI Description 



(AF039573) abscisic acid- and stress-inducibie protein 
[Oryza sativa] 





Seq. No. 


306057 




Seq. ID 


uC-zmflb73028e02bl 




Method 


BLASTN 




NCBI GI 


gl68421 




BLAST score 


121 




E value 


8.0e-62 




Match length 


125 




% identity 


99 




NCBI Description 


Maize auxin-binding prote: 




Seq. No. 


306058 




Seq. ID 


uC-zmflb73028e08bl 




Method 


BLASTX 




NCBI GI 


gl498395 




BLAST score 


172 




E value 


2.0e-12 




Match length 


76 


ys 


% identity 


51 


fti 


NCBI Description 


(U60514) actin [Zea mays] 


Si 


Seq. No. 


306059 




Seq. ID 


uC-zmflb73028f06bl 




Method 


BLASTX 




NCBI GI 


gll3456 




BLAST score 


464 




E value 


2.0e-46 




Match length 


122 




% identity 


76 




NCBI Description 


ADP, ATP CARRIER PROTEIN 1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 
>gi_22162_emb_CAA40781_ (X57556) adenine nucleotide 
translocator [Zea mays] 

306060 

uC-zmflb73028f07bl 

BLASTN 

g22149 

69 

9.0e-31 

109 

92 

Z.mays mRNA for alpha-tubulin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306061 

uC-zmflb73028f08bl 

BLASTX 

g2224915 

155 

1.0e-10 

48 
62 

(U95968; 



beta-expansin [Oryza sativa] 



Seq. No. 



306062 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73028g01bl 

BLASTX 

gll70937 

216 

5.0e-18 

68 

65 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOS YLTRANS FERAS E 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481__ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No. 306063 

Seq. ID uC-zmflb73028g03al 

Method BLASTN 

NCBI GI g559531 

BLAST score 80 

E value 3.0e-37 

Match length 196 

% identity 85 

NCBI Description Z.mays mRNA for cysteine proteinase 

Seq. No. 306064 

Seq. ID uC-zmflb73028h03bl 

Method BLASTX 

NCBI GI g4314378 

BLAST score 142 

E value 9.0e-09 

Match length 85 

% identity 42 

NCBI Description (AC006232) putative lipase [Arabidopsis thaliana] 

Seq. No. 306065 

Seq. ID uC-zmflb73029a08bl 

Method BLASTN 

NCBI GI g393400 

BLAST score 76 

E value 7.0e-35 

Match length 156 

% identity 87 

NCBI Description Z.mays mRNA for alpha-tubulin 

Seq. No. 306066 

Seq. ID uC-zmflb73029a09bl 

Method BLASTX 

NCBI GI g2737882 

BLAST score 167 

E value 8.0e-12 

Match length 88 

% identity 44 

NCBI Description (U46014) polyphenol oxidase [Saccharum sp.] 

Seq. No. 306067 

Seq. ID uC-zmflb73029al0bl 

Method BLASTX 

NCBI GI g2369714 

BLAST score 488 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-4 9 

106 

88 

(Z97178) 



elongation factor 2 [Beta vulgaris] 



306068 

uC-zmflb73029b06al 

BLASTX 

g3176660 

219 

6.0e-18 

103 
48 

(AC004393) Similar to ERECTA receptor protein kinase 
gb_U47029 from A. thaliana. [Arabidopsis thaliana] 

306069 

uC-zmflb73029cl0bl 

BLASTX 

g585273 

233 

1.0e-20 

125 

53 

MITOCHONDRIAL HEAT SHOCK 70 KD PROTEIN PRECURSOR 
306070 

uC-zmflb73029f06bl 

BLASTX 

g2984709 

547 

4.0e-56 

123 

86 

(AF0534 68) DnaJ-related protein ZMDJ1 [Zea mays] 
306071 

uC-zmflb73Q29f08bl 

BLASTX 

gl23650 

151 

9.0e-ll 

64 

64 

HEAT SHOCK COGNATE 70 KD PROTEIN 
shock protein 70 (clone pMON9743) 
>gi_20557_emb_CAA30018_ (X06932) 
[Petunia x hybrida] 

306072 

uC-zmflb73029gllbl 
BLASTX 
gll84077 
255 

6.0e-22 
143 
2 



>gi_82245_pir S03250 heat 

- garden petunia 
heat shock protein 70 



43391 



NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 



(U42445) Cf-2.2 [Lycopersicon pimpinellif olium] 
306073 

uC-zmflb73030a03bl 

BLASTN 

g2737881 

33 

4.0e-09 

41 

95 

Saccharum sp. polyphenol oxidase mRNA, complete cds 
306074 

uC-zmflb73030a04bl 

BLASTX 

g3176690 

192 

3.0e-15 

60 

63 

(AC003671) Similar to ubiquitin ligase gb_D63905 from S. 
cerevisiae. EST gb_R65295 comes from this gene. 
[Arabidopsis thaliana] 

306075 

uC-zmflb73030b02bl 

BLASTX 

g3193291 

286 

2.0e-25 

103 

57 

(AF069298) Similar to DNA mismatch repair protein; T14P8.6 
[Arabidopsis thaliana] 

306076 

uC-zmflb73030g05bl 

BLASTX 

g4337178 

295 

2.0e-26 

88 
66 

(AC006416) T31J12.5 [Arabidopsis thaliana] 



306077 

uC-zmflb73030g09bl 

BLASTX 

g2911049 

170 

3.0e-12 

82 

40 

(AL021961) glucosyltransf erase 
thaliana] 

306078 



-like protein [Arabidopsis 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



uC-zmflb73030gl2bl 

BLASTN 

g3264604 

44 

1.0e-15 
48 
98 

Zea mays 



ribosomal protein L25 mRNA, partial cds 



306079 

uC-zmflb73030hl2bl 

BLASTX 

g322752 

338 

1.0e-31 

118 

55 

auxin-independent growth promoter - Nicotiana tabacum 
>gi_559921__emb_CAA56570_ (X80301) axi 1 [Nicotiana tabacum] 

306080 

uC-zmflb73031a04bl 

BLASTX 

g2984709 

539 

3.0e-55 

102 

99 

(AF0534 68) DnaJ-related protein ZMDJ1 [Zea mays] 
306081 

uC-zmflb73031a07bl 

BLASTX 

gl762144 

281 

5.0e-25 

103 

55 

(U48435) putative cytochrome P450 [Solanum chacoense] 
306082 

uC-zmflb73031b01bl 

BLASTX 

g2497486 

233 

2.0e-19 

61 

77 

URIDYLATE KINASE (UK) (URIDINE MONOPHOSPHATE KINASE) (UMP 
KINASE) >gi_2121275 (AF000147) UMP/CMP kinase [Arabidopsis 
thaliana] 

306083 

uC-zmflb73031d07bl 

BLASTN 

g2062705 

34 



43393 



E value 


2.0e-09 


Match length 


34 


% identity 


100 


NCBI Description 


Human butyrophilin (BTF5) mRNA, complete cds 


Seq. No. 


306084 


Seq. ID 


uC-zmflb73031dl0fol 


Method 


BLASTX 


NCBI GI 


g3036816 


BLAST score 


188 


E value 


5.0e-14 


Match length 


155 


% identity 


36 


NCBI Description 


(AL022373) myosin-like protein [Arabidopsis thaliana] 


Seq. No. 


306085 


Seq. ID 


uC-zmflb73031e03bl 


Method 


BLASTX 


NCBI GI 


g2245086 


BLAST score 


169 


E value 


6. 0e-12 


Match length 


46 


% identity 


76 


NCBI Description 


(Z97343) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


306086 


Seq. ID 


uC- zmf lb 7 3031g08al 


Method 


BLASTX 


NCBI GI 


a4539314 


BLAST score 


146 


E value 


2.0e-09 


Match length 


63 


% identity 


49 


NCBI Description 


(AL035679) kinesin like protein [Arabidopsis thaliana 


Seq. No. 


306087 


Seq. ID 


uC- zmf lb7 3 0 3 lhO 9b 1 


Method 


BLASTN 


NCBI GI 


gl3709 


BLAST score 


155 


E value 


9.0e-82 


Match length 


167 


% identity 


98 


NCBI Description 


Wheat mitochondrial trnQ-2 gene for transfer RNA-Gln 


Seq. No. 


306088 


Seq. ID 


uC-zmflb73032a03bl 


Method 


BLASTN 


NCBI GI 


gl68454 


BLAST score 


295 


E value 


1.0e-165 


Match length 


371 


% identity 


20 


NCBI Description 


Z.mays cell wall protein mRNA, complete cds 


Seq. No. 


306089 


Seq. ID 


uC-zmflb73032a08bl 



43394 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3947688 

333 

4.0e-31 

127 
53 

(AJ131244) 



Sec24A protein [Homo sapiens] 



306090 

uC-zmflb73032bl2bl 

BLASTX 

g2654226 

198 

2.0e-15 

98 
44 

(AJ003069) aminoacyl-t-RNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



306091 

uC-zmflb73032c08bl 

BLASTN 

gl69818 

104 

2.0e-51 

184 

89 

Rice 25S ribosomal RNA gene 
306092 

uC-zmflb73032cllbl 

BLASTX 

g2911067 

600 

2.0e-62 

158 

74 

(AL021960) UV-damaged DNA-binding protein-like [Arabidopsis 
thaliana] 

306093 

uC-zmflb73032d01bl 

BLASTX 

g4586308 

171 

4.0e-12 

58 
57 

(AB025102) protoporphyrinogen IX oxidase [Glycine max] 
306094 

uC-zmflb73032e05bl 

BLASTX 

g3047090 

174 

1.0e-12 

56 



43395 



% identity 

NCBI Description 



57 

(AF058826) T26D22.18 gene product [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306095 

uC-zmflb73032f02bl 

BLASTX 

g4455171 

161 

6.0e-ll 

43 
67 

(AL035521) hypothetical protein [Arabidopsis thaliana] 
306096 

uC-zmflb73032g01bl 

BLASTX 

g729671 

147 

2.0e-09 

71 

51 

HISTONE H2A >gi_473603 



(U08225) histone H2A [Zea mays] 



306097 

uC-zmflb73032h06bl 

BLASTX 

g4584521 

496 

4.0e-50 

133 

68 

(AL049607) putative protein [Arabidopsis thaliana] 
306098 

uC-zmflb73032h09bl 

BLASTX 

g729671 

227 

9.0e-19 

70 
71 

HISTONE H2A >gi_473603 (U08225) histone H2A [Zea mays] 
306099 

uC-zmflb73033c07bl 

BLASTX 

g461987 

197 

1.0e-15 

79 

53 

ELONGATION FACTOR 1 -ALPHA (EF-1 -ALPHA) 

>gi_82042_pir JS0719 translation elongation factor eEF-1 

alpha chain - carrot >gi_217913_dbj_BAA02205_ (D12709) 
elongation factor 1-alpha [Daucus carota] 



Seq. No, 



306100 



43396 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73033d01bl 

BLASTN 

gl698669 

132 

3.0e-68 

155 

98 

Zea mays S-like RNase (kinl) mRNA, complete cds 
306101 

uC-zmflb73033dl0bl 

BLASTX 

g2569940 

147 

2.0e-09 

97 

41 

(Y15194) GRS protein [Arabidopsis thaliana] 
306102 

uC-zmflb73033dl2bl 

BLASTN 

g211907 

38 

5.0e-12 

62 

90 

Chicken histone H4 protein gene, complete cds 
306103 

uC-zmflb73033g03bl 

BLASTN 

g2984708 

163 

8.0e-87 

215 

94 

Zea mays Dna J- related protein ZMDJ1 (mdJl) gene, complete 
cds 



Seq. No. 306104 

Seq. ID uC-zmflb73033g04bl 

Method BLASTX 

NCBI GI g2984709 

BLAST score 215 

E value 2.0e-17 

Match length 53 

% identity 79 

NCBI Description (AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 

Seq. No. 306105 

Seq. ID uC-zmflb73033g08bl 

Method BLASTN 

NCBI GI g2997588 

BLAST score 95 

E value 2.0e-46 

Match length 127 



43397 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

Zea mays glucose-6-phosphate/phosphate-translocator 
precursor (gpt) mRNA, nuclear gene encoding plastid 
protein, complete cds 

306106 

uC-zmflb73033h08al 

BLASTX 

gl899175 

359 

1.0e-34 

80 
85 

(U90262) calcium-dependent calmodul in-independent prote 
kinase CDPK [Cucurbita pepo] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



306107 

uC-zmflb73034b07b2 

BLASTX 

g2345154 

203 

6.0e-16 

63 

68 

(AF015522) ribsomal protein S4 [Zea mays] 
'306108 

uC-zmflb73034c03b2 

BLASTX 

g4455331 

150 

7.0e-10 

57 

44 

(AL035525) putative protein [Arabidopsis thaliana] 
306109 

uC-zmflb73037cllb2 

BLASTX 

g547683 

258 

6.0e-23 

59 

83 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M96549) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 

306110 

uC-zmflb73037e01b2 

BLASTX 

g4539351 

138 

7.0e-09 

47 

64 



43398 



NCBI Description 



(AL035539) putative protein [Arabidopsis thaliana} 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306111 

uC-zmflb73037el0b2 

BLASTX 

g547683 

176 

1.0e-18 

64 

72 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M96549) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306112 

uC-zmflb73037el2b2 

BLASTX 

g417154 

366 

3.0e-35 

95 

74 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978__ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306113 

uC-zmflb73037f08b2 

BLASTX 

g4204861 

137 

1.0e-08 

32 
81 

(U55860) heat shock protein 90 [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306114 

uC-zmflb73037g01b2 

BLASTX 

g397396 

325 

3.0e-30 

93 

75 

(X66077) DNA-binding protein [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306115 

uC-zmflb73038c01bl 

BLASTX 

g2827524 

161 

7.0e-ll 

37 

81 

(AL021633) predicted protein [Arabidopsis thaliana] 



43399 



Seq. No. 


306116 


Seq. ID 


uC- zmf lb7 3038c03bl 


Method 


BLASTN 


NCBI GI 


g940880 


BLAST score 


369 


E value 


0.0e+00 


Match length 


484 


% identity 


94 


NCBI Description 


Z.mays zag2 gene 


Seq. No. 


306117 


Seq. ID 


uC-zmflb73038c06bl 


Method 


BLASTX 


NPRT (IT 


a4 587595 


BLAST score 


302 


E value 


2.0e-27 


Match length 


133 


% identity 


44 


NCBI Description 


(AC006951) putative proline-ric] 




thaliana] 


Seq. No. 


306118 


Seq. ID 


uC-zmflb73038c08bl 




BLASTX 


NCBI GI 


g3645899 


BLAST score 


727 


E value 


3.0e-77 


Match length 


159 


% identity 


87 


NCBI Description 


(U68408) 5 f end not determined < 


Seq. No. 


306119 


Seq. ID 


uC-zmflb73038dl2bl 


Method 


BLASTX 


■WORT 


U J J Jl *J £+\J 


BLAST score 


366 


E value 


7.0e-35 


Match length 


91 


% identity 


82 


NCBI Description 


4 OS RIBOSOMAL PROTEIN SA (P40) : 




ribosome-associated protein p4 0 


Seq. No. 


306120 


Seq. ID 


uC-zmflb73038e08bl 




BLASTN 


NCBI GI 


g22149 


BLAST score 


129 


E value 


1.0e-66 


Match length 


129 


% identity 


100 


NCBI Description 


Z.mays mRNA for alpha-tubulin 


Seq. No. 


306121 


Seq. ID 


uC-zmflb73038f05bl 


Method 


BLASTX 


NCBI GI 


g4099605 



>gi_2444420 (AF020553) 



43400 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ( 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



329 

1.0e-30 

134 
47 

(U88836) translational activator GCN1 [Homo sapiens] 
306122 

uC-zmflb73038g01bl 

BLASTN 

g3450841 

101 

2.0e-49 

282 

94 

Oryza sativa mitogen activated protein kinase kinase (MEK1) 
mRNA, complete cds 

306123 

uC-zmflb73039a01bl 

BLASTX 

g595768 

155 

2.0e-10 

45 
62 

(U13866) non-functional lacZ alpha peptide [Cloning vector] 
306124 

uC-zmflb73039a09a2 

BLASTX 

g2435395 

144 

3.0e-09 

52 
65 

(U63550) pectate lyase [Fragaria x ananassa] 



306125 

uC-zmflb73039b09bl 

BLASTX 

g478753 

197 

1.0e-15 

44 

84 

tubulin alpha-4 chain 



maize (fragment) 



306126 

uC-zmflb73039c06bl 

BLASTX 

gl29591 

206 

1.0e-16 

83 
53 

PHENYLALANINE AMMON I A- L YAS E >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 



43401 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306127 

uC-zmflb73G39d09bl 

BLASTX 

g3149952 

190 

4.0e-30 

89 
78 

(AB010259) DRH1 [Arabidopsis thaliana] 
306128 

uC-zmflb73039e02bl 

BLASTN 

g3821780 

36 

1.0e-10 

48 
67 

Xenopus laevis cDNA clone 27A6-1 
306129 

uC-zmflb73039flla2 

BLASTX 

g2589164 

172 

3.0e-26 

76 

88 

(D88452) aldehyde oxidase-2 [Zea mays] 



Seq. No, 306130 

Seq. ID uC-zmflb73039fl2bl 

Method BLASTN 

NCBI GI g257040 

BLAST score 37 

E value 3.0e-ll 

Match length 69 1 

% identity 88 

NCBI Description hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 

Seq. No. 306131 

Seq. ID uC-zmflb73039g08a2 

Method BLASTX 

NCBI GI g3287683 

BLAST score 189 

E value 2.0e-14 

Match length 104 

% identity 25 

NCBI Description (AC003979) Similar to apoptosis protein MA-3 gb_D50465 from 



Mus musculus. [Arabidopsis thaliana] 



Seq. No. 306132 

Seq. ID uC-zmflb73040a02bl 

Method BLASTX 

NCBI GI g4 4 15 937 

BLAST score 245 



43402 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



9.0e-21 

139 

37 

(AC006418) hypothetical protein [Arabidopsis thaliana] 



306133 

uC-zmflb73040b08bl 

BLASTN 

g4416300 

127 

5.0e-65 

235 

93 

Zea mays chromosome 



4 22 kDa zein-associated intercluster 



region, complete sequence 
306134 

uC-zmflb73040c01bl 

BLASTX 

g3337389 

481 

5.0e-52 

152 

68 

(AC004682) pre-mRNA splicing factor (PRP16) (KIAA0224) [Homo 
sapiens] 

306135 

uC-zmflb73040cllbl 

BLASTX 

gll70037 

326 

4.0e-30 

106 

64 

GLUTATHIONE SYNTHETASE {GLUTATHIONE SYNTHASE) {GSH 
SYNTHETASE). (GSH-S) >gi_758452 (U22359) glutathione 
synthetase [Arabidopsis thaliana] >gi_1305491 (U53856) 
glutathione synthetase ~ [Arafcidopsis thaliana] 

306136 

uC-zmflb73040dllbl 

BLASTX 

g4056486 

207 

2.0e-16 

90 
42 

(AC005896) hypothetical protein [Arabidopsis thaliana] 
306137 

uC-zmflb73040f05bl 

BLASTX 

gl707642 

368 

3.0e-35 
99 



43403 



% identity 


77 


NCBI Description 


(Y07748) TMK [Oryza sativa] 


Seq. No. 


306138 


Seq. ID 


uC~zmflb7304 0hl0bl 


Method 


BLASTX 




g2832686 


BLAST score 


369 


E value 


3.0e-35 


Match length 


86 


% identity 


79 


NCBI Description 


(AL021712) putative protein 


Seq. No. 


306139 


Seq. ID 


uC-zmflb73041a08bl 


Method 


BLASTX 


NCBI GI 


g312179 


BLAST score 


450 


E value 


5.0e-45 


Match length 


107 


% identity 


82 


NCBI Description 


(X73151) glyceraldehyde 3-p: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 



306140 

uC-zmflb73041c07bl 

BLASTN 

g2062705 

34 

2.0e-09 

34 

100 

Human butyrophilin 



(BTF5) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



306141 

uC-zmflb73041dl2bl 

BLASTX 

gll8104 

436 

3.0e-43 

103 

82 

PEPT IDYL- PROLYL CIS-TRANS I SOME RASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

306142 

uC-zmflb73041e08bl 

BLASTX 

g4510363 

168 

7.0e-12 



43404 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length . 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 
44 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 

306143 

uC-zmflb73042d08a2 

BLASTN 

g22513 

74 

8.0e-34 

168 

88 

Maize 316 bp insertion sequence 5' of waxy gene 



306144 

uC-zmflb73042ella2 

BLASTN 

gl68508 

135 

6.0e-70 

167 

95 

Maize oleosin KD18 



(KD18; L2) gene, complete cds 



306145 

uC-zmflb73043a08bl 

BLASTX 

g2511531 

349 

4.0e-33 

70 

91 

(AF008120) alpha tubulin 1 [Eleusine indica] 
>gi_3163944_emb_CAA06618_ (AJ005598) alpha-tubulin 1 
[Eleusine indica] 

306146 

uC-zmflb73043f03bl 

BLASTX 

g3264596 

225 

8.0e-19 

63 

79 

(AF057183) putative tonoplast aquaporin [Zea mays] 
306147 

uC-zmflb73043h01bl 

BLASTX 

gl710551 

159 

3.0e-ll 

47 

66 

60S RIBOSOMAL PROTEIN L39 >giJL177369_emb_CAA64728__ 
(X95458) ribosomal protein L39 [Zea mays] 



43405 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306148 

uC-zmflb73043h02bl 

BLASTX 

gl710551 

158 

7.0e-12 

52 

75 

60S RIBOSOMAL PROTEIN L39 >gi_1177369_emb_CAA64728_ 
(X95458) ribosomal protein L39 [Zea mays] 



Seq. No. 


306149 


Seq. ID 


uC-zmflb73044a04a2 


lit; LllvJxJ. 


DLxcxO I IN 


NCBI GI 


g312180 


BLAST score 


35 


E value 


1.0e-10 


Match length 


79 


% identity 


86 


NCBI Description 


Z.mays GapC4 gene 


Seq. No. 


306150 


Seq. ID 


uC-zmflb73044a05a2 


Method 


BLASTN 


NCBI GI 


g3511235 


BLAST score 


33 


E value 


4.0e-09 


Match length 


41 


% identity 


95 


NCBI Description 


Zea mays starch br; 




cds 


Seq. No. 


306151 


Seq. ID 


uC-zmflb73044cl0a2 


Method 


BLASTX 


NCBI GI 


g548770 


BLAST score 


204 


E value 


3.0e-16 


Match length 


54 


% identity 


76 



NCBI Description 



60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155__ (D12630) 
ribosomal protein L3 [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



306152 

uC-zmflb73045b02a2 

BLASTX 

g2252632 

146 

2.0e-09 

40 

70 

(U95973) Barley Mlo protein isolog [Arabidopsis thaliana] 
306153 

uC-zmflb73045c05a2 



43406 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl946355 

182 

2.0e-13 

92 
34 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

306154 

uC-zmflb73045e05a2 

BLASTX 

g417544 

244 

6.0e-21 

51 
86 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT II PRECURSOR 
(PHOTOSYSTEM I 20 KD PROTEIN) (PSI-D) (PS I SUBUNIT 5) 

>gi_320209_pir A60695 photosystem I chain II precursor - 

cucumber >gi_625966_pir JQ2132 photosystem I complex 20K 

protein precursor - cucumber >gi_227772_prf 17 1032 OA 

photosystem I 20kD protein [Cucumis sativus] 

306155 

uC-zmflb73045e08a2 

BLASTX 

g2160173 

351 

3.0e-33 

142 

10 

(AC000132) Similar to N. tabacum salt-inducible protein 
(gb_U08285) . [Arabidopsis thaliana] 

306156 

uC-zmflb73045f03a2 

BLASTX 

g3335173 

144 

3.0e-09 

59 

49 

(AF071202) ABC transporter MOAT-B [Homo sapiens] 
306157 

uC-zmflb73045gl0a2 

BLASTX 

g3378650 

186 

7.0e-14 

63 
56 

(X97606) abscisic acid activated [Medicago sativa] 



Seq. No, 



306158 



43407 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



uC-zmflb7304 6b09bl 

BLASTX 

g2982303 

274 

2.0e-24 

97 

56 

(AF051236) hypothetical protein [Picea mariana] 
306159 

uC-zmflb7304 6dl0bl 

BLASTX 

g4507857 

149 

4.0e-10 

46 
65 

Herpes virus-associated ubiquitin-specif ic protease 
>gi_25014 60_sp_Q93009_UBPH_HUMAN PROBABLE UBIQUITIN 
CARBOXYL- TERMINAL HYDROLASE HAUSP (UBIQUITIN THIOLESTERASE 
HAUSP) (UBIQUITIN-SPECIFIC PROCESSING PROTEASE HAUSP) 
(DEUBIQUITINATING ENZYME HAUSP) (HERPESVIRUS ASSOCIATED 
UBIQUITIN-SPECIFIC PROTEASE") >gi_1545952_emb__CAA96580_ 
(Z724 99) herpesvirus associated ubiquitin-specif ic protease 
(HAUSP) [Homo sapiens] 

306160 

uC-zmflb73047al2bl 

BLASTX 

g542175 

200 

1.0e-15 

68 
62 

endoxyloglucan transferase - wheat >gi_4 69511__dbj_BAA03924_ 
(D16457) endo-xyloglucan transferase [Triticum aestivum] 

306161 

uC-zmflb73047d!2bl 

BLASTX 

g2462925 

187 

1.0e-14 

60 
65 

(AJ000053) GTP cyclohydrolase II / 

3, 4-dihydroxy-2-butanone-4-phoshate synthase [Arabidopsis 
thaliana] 

306162 

uC-zmflb73047fl2bl 

BLASTX 

g3513727 

189 

1.0e-14 

74 

55 



43408 



4D 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF080118) contains ^similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.49, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi_4539358_emb_CAB40052 . 1__ (AL04 9525) putative 
protein [Arabidopsis thaliana] 

306163 

uC-zmflb73048a01bl 

BLASTX 

gl326163 

180 

2.0e-13 

77 
48 

(U54704) stress related protein PvSRP [Phaseolus vulgaris] 
306164 

uC-zmflb73048b09bl 

BLASTX 

g2274993 

236 

1.0e-19 

50 
88 

(AJ000230) unnamed protein product [Hordeum vulgare] 
306165 

uC-zmflb73048c02bl 

BLASTX 

g3249096 

171 

3.0e-12 

95 
46 

(AC003114) Match to mRNA for importin alpha-like protein 4 
(impa4) gb_Y14616 from A. thaliana. ESTs gb_N96440, 
gb_N37503, gb_N37498 and gb_T42198 come from this gene. 
[Arabidopsis thaliana] 

306166 

uC-zmflb73048c09bl 

BLASTN 

g998429 

218 

1.0e-119 

262 

96 

GRFl=general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



306167 

uC-zmflb73048cl0bl 

BLASTN 

g2642323 

63 

6.0e-27 
107 



43409 



% identity 90 

NCBI Description Zea mays profilin (PR04) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306168 

uC-zmflb73048d04bl 

BLASTX 

g2264369 

245 

8.0e-21 

77 

61 

(AC002354) predicted protein of unknown function 
[Arabidopsis thaliana] 

306169 

uC-zmflb73048e03bl 

BLASTX 

g458692 

140 

8.0e-09 

64 

42 

(U06631) homologous to mouse gene PC326 : GenBank Accession 
Number M95564 [Homo sapiens] 

306170 

uC-zmflb73048g01bl 

BLASTN 

g777774 

34 

8.0e-10 

50 

92 

Chicken heparan sulfate proteoglycan core protein gene, 
complete cds 



306171 

uC-zmflb73048g05bl 

BLASTX 

g82733 

489 

2.0e-49 

124 

81 

ubiquitin fusion protein 
ubiquitin fusion protein 
ubiquitin fusion protein 



UBF9 - maize >gi_168651 (M68937) 
[Zea mays] >gi_902527 (U29161) 
[Zea mays] 



>gi_1589388 
mays] 



_prf 2211240B ubiquitin fusion protein [Zea 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



306172 

uC-zmflb73048hllbl 

BLASTX 

g3395432 

277 

9.0e-25 
85 



43410 



% identity 

NCBI Description 



65 

(AC004 683) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306173 

uC-zmflb73049a09bl 

BLASTX 

g3126967 

649 

4.0e-68 

136 

17 

(AF061807) polyubiquitin [Elaeagnus umbellata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306174 

uC-zmflb73049b08bl 

BLASTX 

g4115922 

604 

7.0e-63 

147 

75 

(AF118222) contains similarity to ubiquitin 
carboxyl-terminal hydrolase family 2 (Pf am: PF00443, 
score=48.3, E=3.5e-13, N-2) and (Pf am: PF00442, Score=40.0 
E=5.2e-08, N=l) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306175 

uC-zmflb73049bl2bl 

BLASTN 

g22312 

85 

2.0e-40 

161 

88 

Maize ABA- inducible gene for glycine-rich protein ( 
abscisic acid) 



ABA 



Seq. No. 


306176 


Seq. ID 


uC~zmflb73050a01bl 


Method 


BLASTX 


NCBI GI 


gl350680 


BLAST score 


267 


E value 


1.0e-23 


Match length 


105 


% identity 


55 


NCBI Description 


60S RIBOSOMAL PROTEIN LI 


Seq. No. 


306177 


Seq. ID 


uC-zmflb73050b02bl 


Method 


BLASTN 


NCBI GI 


g4206307 


BLAST score 


56 


E value 


1.0e-22 


Match length 


124 


% identity 


86 


NCBI Description 


Zea mays retrotransposon 



43411 



Seq. No. 


306178 


Seq. ID 


uC-zmflb73050b03bl 


Method 


BLASTX 


NCBI GI 


g3367596 


BLAST score 


164 


E value 


4.0e-ll 


Match length 


64 


% identity 


47 


NCBI Description 


(AL031135) putative 


Seq. No. 


306179 


Seq. ID 


uC- zmf lb7 3050c09bl 


Method 


BLASTX 


NCBI GI 


g4218120 


BLAST score 


232 


E value 


4.0e-37 


Match length 


97 


% identity 


79 


NCBI Description 


(AL035353) Proline-: 




thaliana] 


Seq. No. 


306180 


Seq. ID 


uC-zmflb73050e01bl 


Method 


BLASTX 


NCBI GI 


gl498597 


BLAST score 


380 


E value 


1.0e-36 


Match length 


119 


% identity 


64 


NCBI Description 


(U66105) phospholip 


Seq. No. 


306181 


Seq. ID 


uC-zmflb73050el2bl 


Method 


BLASTX 


NCBI GI 


g2511531 


BLAST score 


648 


E value 


5.0e-68 


Match length 


126 


% identity 


96 



[Arabidopsis 



[Zea mays] 



NCBI Description 



(AF008120) alpha tubulin 1 [Eleusine indica] 
>gi_3163944_emb_CAA06618_ (AJ005598) alpha-tubulin 1 
[Eleusine indica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306182 

uC- zmf lb7 3 0 5 0gl2bl 

BLASTX 

g2984709 

509 

1.0e-51 

104 

93 

(AF0534 68) DnaJ-related protein 



ZMDJ1 [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



306183 

uC-zmflb73051a03bl 

BLASTX 

g4204793 



43412 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208 

6.0e-24 

104 

61 

(U52079) P-glycoprotein [Solanum tuberosum] 
306184 

uC-zmflb73051a05bl 

BLASTN 

g2352798 

87 

2.0e-41 

187 
92 

Zea mays retinoblastoma-related protein 2b 
partial cds 



(RRB2b) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306185 

uC- zmf lb7 3 0 5 lbO 3bl 

BLASTX 

gl785486 

268 

1.0e-23 

116 

47 

(D14589) flavonoid 3' 



,5 '-hydroxylase [Eustoma russellianum] 



306186 

uC-zmflb73051c05bl 

BLASTX 

g4139264 

139 

8.0e-09 

41 

71 

(AF111812) actin [Brassica napus] 
306187 

uC-zmflb73051e08a2 

BLASTX 

g4587589 

353 

2.0e-33 

96 

62 

(AC007232) hypothetical protein [Arabidopsis thaliana] 
306188 

uC-zmflb73051ellbl 

BLASTN 

g4204858 

103 

1.0e-50 

175 

91 

Triticum aestivum heat shock protein 80 mRNA, complete cds 



43413 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306189 

uC-zmflb73051f04a2 

BLASTX 

g3894197 

454 

3.0e-45 

110 

71 

(AC005662) hypothetical protein [Arabidopsis thaliana] 
306190 

uC-zmflb73051g07bl 

BLASTN 

g3821780 

36 

7.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



306191 

uC-zmflb73051h07bl 

BLASTX 

g3258575 

189 

1.0e-14 

48 
77 

(U89959) Hypothetical protein [Arabidopsis thaliana] 
306192 

uC-zmflb73051hl0bl 

BLASTN 

g22272 

91 

1.0e-43 

91 

100 

Maize mRNA for enolase (2-phospho-D-glycerate hydrolase) 
306193 

uC-zmflb73052a04bl 

BLASTN 

g949979 

109 

2.0e-54 

218 

87 

Z.mays Glossy2 locus DNA 
306194 

uC-zmflb73052el0bl 

BLASTX 

g2668742 

268 

2.0e-27 
82 



43414 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



84 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
306195 

uC-zmflb73052f02bl 

BLASTX 

g549063 

269 

1.0e-23 

85 
61 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

306196 

uC-zmflb73052g03bl 

BLASTX 

g2499570 

233 

2.0e-19 

87 

60 

PROTEIN-L- 1 SOAS PART ATE O-ME T HYLT RAN SFE RASE 

(PROTEIN-BETA- ASPARTATE METHYLTRANSFERASE) (PIMT) (PROTEIN 
L- 1 SOAS PART YL METHYLTRANSFERASE) (L- 1 SOAS PART YL PROTEIN 
CARBOXYL METHYLTRANSFERASE) >gi_414332 (L07941) 
L-isoaspartyl methyltransf erase [Triticum aestivum] 

306197 

uC-zmflb73052g!2bl 

BLASTX 

g2431771 

259 

2.0e-22 

108 

56 

(U62753) acidic ribosomal protein P2b [Zea mays] 
306198 

uC-zmflb73052h05bl 

BLASTX 

g3935183 

336 

2.0e-31 

153 

52 

(AC004557) F17L21.26 [Arabidopsis thaliana] 
306199 

uC - zmf lb 7 3 0 5 3a 0 6b2 

BLASTX 

g542175 

219 

2.0e-18 
58 



43415 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

endoxyloglucan transferase - wheat >gi_4695ll_dbj_BAA03924_ 
(D16457) endo-xyloglucan transferase [Triticum aestivum] 

306200 

uC-zmflb73053a07b2 

BLASTN 

gl816587 

84 

1.0e-39 

163 

98 

Zea mays LON2 protease (LON2) mRNA, complete cds 
306201 

uC-zmflb73053d06b2 

BLASTX 

g4539293 

337 

1.0e-31 

123 

53 

(AL049480) putative membrane transporter [Arabidopsis 
thaliana] 

306202 

uC-zmflb73053dllb2 

BLASTX 

g4455169 

165 

1.0e-ll 

59 

54 

(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 

"306203 

uC-zmflb73053e04b2 

BLASTX 

g3402685 

180 

4.0e-13 

82 
45 

(AC004697) unknown protein [Arabidopsis thaliana] 
306204 

uC-zmflb73053f!2b2 

BLASTX 

gl28388 

198 

6.0e-16 

63 
73 

NONSPECIFIC LIP ID-TRANSFER PROTEIN PRECURSOR (LTP) 
(PHOSPHOLIPID TRANSFER PROTEIN) (PLTP) 

>gi_82711_pir A31779 phospholipid transfer protein 9C2 



43416 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



precursor - maize >gi_168576 (J04176) phospholipid transfer 
protein precursor [Zea- mays] 

306205 

uC-zmflb73053hl2b2 

BLASTX 

g4582465 

311 

1.0e-28 

91 
64 

(AC007071) hypothetical protein [Arabidopsis thaliana] 
306206 

uC-zmflb73054b04bl 

BLASTX 

g3046696 

539 

3.0e-55 

144 ' 
74 

(AL022224) CTP synthase like protein [Arabidopsis thaliana] 
306207 

uC-zmflb73054g06bl 

BLASTN 

g312180 

59 

2.0e-24 

139 

85 



NCBI Description Z.mays GapC4 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306208 

uC-zmflb73054h03bl 

BLASTX 

g4262154 

376 

3.0e-36 

112 

63 

(AC005275) putative protein phosphatase regulatory subunit 
[Arabidopsis thaliana] 

306209 

uC-zmflb73054h08bl 

BLASTX 

g!35398 

589 

4.0e-61 

111 

97 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S15773 tubulin alpha-1 

chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 



£eq. No. 



306210 



43417 



Seq. ID 


uC-zmflb73055a05bl 


Method 


BLASTX 


NCBI GI 


g2286151 


BLAST score 


267 


E value 


1.0e-23 


Match length 


80 


% identity 


68 


NCBI Description 


(AF007580) translat: 


Seq. No. 


306211 


Seq. ID 


uC-zmflb73055a08bl 


Method 


BLASTN 


NCBI GI 


g2921303 


BLAST score 


236 


E value 


1.0e-130 


Match length 


300 


% identity 


95 


NCBI Description 


Zea mays herbicide ; 



[Zea mays] 



complete cds 



(SBP1) mRNA, 



Seq. No. 


306212 


Seq. ID 


uC-zmflb73055c01bl 


Method 


BLASTX 


NCBI GI 


g4490316 


BLAST score 


189 


E value 


1.0e-16 


Match length 


67 


% identity 


64 


NCBI Description 


(AL035678) nucellin-like protein 


Seq. No. 


306213 


Seq. ID 


uC-zmflb73055c03bl 


Method 


BLASTX 


NCBI GI 


gl29591 


BLAST score 


206 


E value 


6.0e-20 


Match length 


94 


% identity 


57 


NCBI Description 


PHENYLALANINE AMMONIA- LYASE >gi ; 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(X16099) phenylalanine ammonia-lyase [Oryza sativa]" 
306214 

uC-zmflb73055cl0bl 

BLASTX 

g4587584 

596 

6.0e-62 

148 

81 

(AC007232) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



306215 

uC-zmflb73055f03bl 

BLASTX 

gll72635 

539 

4.0e-55 



43418 



Match length 

'% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



151 
75 

26S PROTEASE REGULATORY SUBUNIT 4 H0MOL0G (TAT-BINDING 
PROTEIN HOMOLOG 2) >gi_556558_dbj_BAA04 615_ (D17789) rice 
homologue of Tat binding protein [Oryza sativa] 

306216 

uC-zmflb73055f04bl 

BLASTX 

g3789942 

406 

3.0e-49 

130 

20 

(AF093505) polyubiquitin [Saccharum hybrid cultivar 
H32-8560] 

306217 

uC-zmflb73055f06bl 

BLASTX 

g417154 

417 

4.0e-41 - 

93 

85 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256_emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

306218 

uC-zmflb73055h09bl 

BLASTX 

g3913464 

325 

3.0e-30 

86 

73 

BETAINE-ALDEHYDE DEHYDROGENASE (BADH) 

>gi_2244604_dbj_BAA21098_ (AB001348) betaine aldehyde 
dehydrogenase [Oryza sativa] 

306219 

uC-zmflb73055hl0bl 

BLASTX 

gl498390 

417 

4.0e-41 

118 

72 

(U60511) actin [Zea mays] 
306220 

uC-zmflb73056a02bl 

BLASTX 

g3643604 

210 



43419 



o 



E value 

Match length ^ - 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-17 

125 
5 

(AC005395) receptor-like protein kinase [Arabidopsis 
thaliana] 

306221 

uC-zmflb73056f05bl 

BLASTX 

g2130442 

375 

6.0e-36 

151 

47 

hypothetical protein SPAC8A4.01c - fission yeast 
(Schizosaccharomyces pombe) (fragment) 
>gi__1052534_eiab__CAA91511_ (Z66569) unknown 
[Schizosaccharomyces pombe] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



306222 

uC-zmflb73056f08bl 

BLASTX 

gll68328 

174 

2.0e-12 

91 
43 

ACTIN-LIKE PROTEIN 3 >gi_629878_pir S48844 actin-like 

protein - slime mold (Dictyostelium discoideum) 

>gi_2130164_ w pir S69002 actin-like protein - slime mold 

(Dictyostelium discoideum) >gi_56334 6_emb_CAA8 6553_ 
(Z46418) actin-like protein [Dictyostelium discoideum] 



306223 

uC-zmflb73056hllbl 

BLASTN 

g2668745 

142 

4.0e-74 

281 
88 

Zea mays inorganic pyrophosphatase 



(IPP) mRNA, complete cds 



306224 

uC-zmflb73057a09bl 

BLASTX 

g4587584 

447 

2.0e-44 

172 

56 

(AC007232) unknown protein [Arabidopsis thaliana] 
306225 

uC-zmflb73057c03a2 

BLASTX 

g629783 



43420 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



256 

2.0e-22 

58 
81 

ES43 protein - barley >gi_1345528_emb_CAA54682_ (X77575) 
ES43 [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306226 

uC-zmflb73057h02bl 

BLASTX 

g!169528 

290 

1.0e-26 

57 
95 

ENOLASE 2 (2-PHOSPHOGLYCERATE DEHYDRATASE 
{2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 2) >gi_ 
enolase [Zea mays] 



2) 

602253 



(U17973) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306227 

uC-zmflb73058al0bl 

BLASTX 

g4646217 

388 

1.0e-37 

86 
91 

(AC007290) putative phosphoprotein phosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



306228 

uC-zmflb73058al2bl 

BLASTX 

gl706261 

142 

4.0e-09 

42 
76 

CYSTEINE PROTEINASE 
cysteine proteinase 



2 PRECURSOR >gi__2118129_pir S59598 

2 precursor - maize 



>gi_644490_dbj_BAA08245_ (D45403) cysteine proteinase [Zea 
mays] 

306229 

uC-zmflb73058b09bl 

BLASTX 

g4138282 

149 

5.0e-10 

79 

48 

(AJ011576) RNA-directed RNA polymerase [Nicotiana tabacum] 
306230 

uC-zmflb73058c05bl 

BLASTX 

g3128168 



43421 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



319 

1.0e-29 

118 
54 

(AC004521) putative carboxyl -terminal peptidase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
- NCBI Description 



306231 

uC-zmflb73058d05bl 

BLASTX 

g3402685 

416 

6.0e-41 

117 

68 

(AC004697) unknown protein [Arabidopsis thaliana] 
306232 

uC-zmflb73058f!0bl 

BLASTX 

gl890575 

578 

8.0e-60 

135 

76 

(X93174) 
vulgare] 



xyloglucan endotransglycosylase (XET) [Hordeum 



306233 

uC-zmflb73058hl2bl 

BLASTX 

g3021268 

175 

1.0e-12 

115 

36 

(AL022347) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306234 

uC-zmflb73059a05bl 

BLASTX 

g2444178 

324 

3.0e-31 

119 

66 

(U94784) unconventional myosin [Helianthus annuus] 



306235 

uC-zmflb73059al0bl 

BLASTX 

gl35398 

568 

7.0e-59 

108 
97 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir_ 



S15773 tubulin alpha-1 



43422 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chain maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 

306236 

uC-zmflb73059c01bl 

BLASTX 

g3413697 

189 

3.0e~14 

125 

37 

(AC004747) SF16-like protein, 5' partial [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306237 

uC-zmflb73059c08a2 

BLASTX 

g4056421 

171 

4.0e-12 

45 

67 

(AC005322) Similar to gb_Z30094 basic transcripion factor 
2, 44 kD subunit from Homo sapiens. EST gb_W43325 comes 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306238 

uC-zmflb73059e02bl 

BLASTX 

g3776025 

522 

3.0e-53 

135 

73 

(AJ010474) RNA helicase [Arabidopsis thaliana] 
306239 

uC-zmflb73059e05bl 

BLASTX 

g4512702 

160 

2.0e-ll 

102 
43 

(AC006569) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306240 

uC-zmflb73059f04a2 

BLASTN 

g312178 

93 

8.0e-45 

372 

82 

Z.mays GapC2 gene 



Seq. No. 



306241 



43423 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73059f04bl 

BLASTN 

g4140643 

133 

1.0e-68 

292 

53 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

306242 

uC- zmf lb7 3 0 5 9h0 3bl 

BLASTX 

g4416302 

257 

3.0e-22 

122 

47 

(AF105716) copia-type pol polyprotein [Zea mays] 
306243 

uC-zmflb73060c09bl 

BLASTX 

g2827715 

551 

1.0e-56 

166 

10 

(AL021684) receptor protein kinase - like protein 
[Arabidopsis thaliana] 

306244 

uC-zmflb73060cl0bl 

BLASTX 

g282994 

505 

3.0e-51 

112 

84 

Sipl protein - barley >gi_167100 (M77475) seed imbibition 
protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



306245 

uC-zmflb73060dl2bl 

BLASTX 

g4220537 

162 

5.0e-ll 

62 

40 

(AL035356) PsRT17-l 
306246 

uC-zmflb73061b03a2 

BLASTX 

g3914024 

198 



like protein [Arabidopsis thaliana] 



43424 



-E value 
Match length 
% identity 
NCBI Description 



2.0e-15 

59 

63 

(R) -MANDELONITRILE LYASE ISOFORM 2 PRECURSOR 
(HYDROXYNITRILE LYASE 2) ( (R) -OXYNITRILASE 2) >gi_2773274 
(AF040078) (R) - (+) -mandelonitrile lyase isoform MDL2 
precursor [Prunus serotina] >gi_2773276 (AF040079) 
(R) -( + ) -mandelonitrile lyase isoform MDL2 precursor [Prunus 
serotina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306247 

uC-zmflb73061b09bl 

BLASTX 

g3372233 

155 

3.0e-10 

107 

38 

(AF019248) RNA polymerase I, II and III 24.3 kDa subunit 
[Arabidopsis t ha liana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306248 

uC-zmflb73061c!0bl 

BLASTX 

g3540179 

214 

4.0e-17 

53 
74 

(AC004122) putative amino acid permease [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306249 

uC-zmflb73061d05a2 

BLASTX 

g629844 

320 

9.0e-30 

81 

81 

heat shock protein hsp70-5 - maize (fragment) 
>gi_498775_emb_CAA55184_ (X78415) heat shock protein 70 kDa 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306250 

uC-zmflb73061f06bl 

BLASTX 

gl37460 

326 

2.0e-30 

81 

80 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 

SUBUNIT) >gi_67952_pir PXPZV9 H+-transporting ATPase (EC 

3.6.1.35), vacuolar, 69K chain - carrot >gi_167560 (J03769) 
vacular H+- ATPase [Daucus carota] 



43425 



o 



Seq. No. 


306251 




Seq. ID 


uC-zmflb73061fl2bl 




Method 


BLASTX 




NCBI GI 


gll81673 




BLAST score 


357 




E value 


4.0e-34 




Match length 


89 




% identity 


79 




NCBI Description 


(U41652) heat shock protein cognate 70 


[Sorghum bicolor] 


Seq. No. 


306252 




Seq. ID 


uC-zmflb73062allbl 




Method 


BLASTX 




NCBI GI 


gl491615 




BLAST score 


173 




E value 


3.0e-12 




Match length 


114 




% identity 


36 




NCBI Description 


(X99923) male sterility 2-like protein 


[Arabidopsis 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



306253 

uC-zmflb73062c08bl ^ ' 

BLASTN 

g2921303 

111 

1.0e-55 

219 

88 

Zea mays herbicide safener binding protein (SBP1) mRNA, 
complete cds 



306254 

uC-zmflb73062d02al 

BLASTX 

gl321661 

242 

2.0e-20 

49 

96 

(D45423) ascorbate peroxidase 



[Oryza sativa] 



306255 

uC-zmflb73062e05bl 

BLASTX 

gl653625 

252 

2.0e-21 

130 
40 

(D90915) hypothetical protein [Synechocystis sp.] 
306256 

uC- zmf lb7 3062f01bl 

BLASTN 

g2062705 

36 



43426 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-ll 

36 
100 

Human butyrophilin (BTF5) 



mRNA, complete cds 



306257 

uC- zmf lb7 3062g03bl 

BLASTX 

g2497748 

168 

7.0e-12 

68 

49 

NONSPECIFIC LIPID-TRANSFER PROTEIN 4 PRECURSOR (LTP 4) 
>gi_902058 (U29176) lipid transfer protein precursor [Oryza 
sativa] 

306258 

uC-zmflb73062g08bl 

BLASTX 

g3551245 

225 

2.0e-18 

56 

73 

(AB012702) P40-like protein [Daucus carota] 
306259 

uC-zmflb73063b05al 

BLASTN 

g473602 

50 

3.0e-19 

94 

88 

Zea mays W-22 histone H2A mRNA, complete cds 
306260 

uC-zmflb73063e01bl 

BLASTX 

gl663648 

154 

4.0e-10 

67 
42 

(U75321) chromaffin granule ATPase II homolog [Mus 
musculus] 

306261 

uC- zmf lb 7 3064a06bl 

BLASTX 

g2914706 

455 

2.0e-45 ' 

97 

84 

{AC003974) putative homeobox protein [Arabidopsis thaliana] 



43427 





A 


Seq. No. 


306262 


Seq. ID 


uC-zmflb73064b03a2 


Method 


BLASTN 


NCBI GI 


g22155 


BLAST score 


64 


E value 


9.0e~28 


Match length 


116 


% identity 


89 


NCBI Description 


Z.mays mRNA for alpha-tubulin 


Seq. No. 


306263 


Seq. ID 


uC-zmflb73064b05bl 


Method 


BLASTX 


NCBI GI 


g4586244 


BLAST score 


420 


E value 


3.0e-41 


Match length 


138 


% identity 


55 


NCBI Description 


(AL049640) putative protein [2 


Seq. No. 


306264 


Seq. ID 


uC-zmflb73064f04bl 


Method 


BLASTX 


NCBI GI 


g2827141 


BLAST score 


386 


E value 


2.0e-37 


Match length 


108 


% identity 


68 


NCBI Description 


(AF027173) cellulose synthase 




[Arabidopsis thaliana] 


Seq. No. 


306265 


Seq. ID 


uC-zmflb73064g06bl 


Method 


BLASTX 


NCBI GI 


g541825 


BLAST score 


551 


E value 


1.0e-56 


Match length 


119 


% identity 


87 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



protein kinase - spinach >gi_457711_emb_CAA82993_ (Z30332) 
protein kinase [Spinacia oleracea] 

306266 

uC- zmf lb7 30 65b0 4bl 

BLASTX 

g2760349 

165 

8.0e-12 

42 

16 

(U84969) ubiquitin [Arabidopsis thaliana] 
306267 

uC-zmflb73065c04bl 

BLASTX 

g2827663 



43428 



4) 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



224 

2.0e-18 

134 

5 

(AL021637) membrane-associated salt-inducible-like protein 
[Arabidopsis thaliana] 



306268 

uC-zmflb73065dllal 

BLASTN 

g416146 

142 

3.0e-74 

162 

97 

Zea mays beta- 6 tubulin 



(tub6) gene and mRNA, complete cds 



306269 

uC- zmf lb7 3 0 6 6a 0 9b 1 

BLASTX 

g2462826 

358 

8.0e-34 

169 

52 

(AF000657) unknown protein [Arabidopsis thaliana] 
306270 

uC-zmflb73066c01bl 

BLASTX 

gll68537 

674 

6.0e-71 

138 

90 

ASPARTIC PROTEINASE PRECURSOR >gi_82458_pir JS0732 

aspartic proteinase (EC 3.4.23.-) - rice 
>gi_218143_dbj_BAA02242_ (D12777) aspartic proteinase 
[Oryza sativa] 

306271 

uC- zmf lb7 3 0 6 6e 1 0b 1 

BLASTX 

g4160292 

602 

1.0e-62 

144 

70 

(Y18209) alpha-N-acetylglucosaminidase [Nicotiana tabacum] 
306272 

uC-zmflb73066f01bl 

BLASTX 

gl552379 

414 

1.0e-40 
138 



43429 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



57 

(Y08155) pectin methylesterase [Silene latifolia ssp. alba] 
306273 

uC-zmflb73066f02bl 

BLASTX 

g3510250 

232 

3.0e-19 

140 
36 

(AC005310) unknown protein [Arabidopsis thaliana] 
306274 

uC-zmflb73066f03bl 

BLASTX 

gl421730 

447 

2.0e-44 

88 

100 



NCBI Description (U43082) RF2 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306275 

uC-zmflb73066h07bl 

BLASTX 

g2895866 

347 

9.0e-33 

136 

60 

(AF045770) methylmalonate semi-aldehyde dehydrogenase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306276 

uC-zmflb73067f03bl 

BLASTX 

g3080353 

139 

9.0e-09 

69 

42 

(AL022580) cytochrome P450 [Arabidopsis thaliana] 
306277 

uC-zmflb73067h04bl 

BLASTX 

g4262167 

198 

2.0e-15 

57 

63 

(AC005275) putative LRR receptor-linked protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



306278 

uC-zmflb73068a01bl 



43430 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g2384671 

522 

3.0e-53 

134 

73 

(AF012657) 



putative potassium transporter AtKT2p 



[Arabidopsis thaliana] 
306279 

uC- zmflb7 3 0 6 8bl Ob 1 

BLASTX 

g3913427 

437 

2.0e-43 

122 

77 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532073_emb_CAA69075_ (Y07767) 
S-adenosylmethionine decarboxylase [Zea mays] 

306280 

uC-zmflb73068c02bl 

BLASTX 

g2739371 

211 

1.0e-16 

52 

79 

(AC002505) unknown protein [Arabidopsis thaliana] 
306281 

uC-zmflb73068c03bl 

BLASTX 

g!421730 

230 

2.0e-24 

143 

48 

(U43082) RF2 [Zea mays] 
306282 

uC-zmflb73068d01al 

BLASTX 

g3522956 

187 

3.0e-14 

57 

54 

(AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 

306283 

uC-zmflb73068d01bl 

BLASTX 

g3047082 

363 



43431 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-34 

112 

59 

(AF058914) similar to Vigna radiata pectinacetylesterase 
precursor (GB:X99348) [Arabidopsis thaliana] 

306284 

uC-zmflb73068d07bl 

BLASTX 

g3540219 

435 

5.0e-43 

148 

56 

(D87686) KIAA0017 protein [Homo sapiens] 
306285 

uC-zmflb73068e05al 

BLASTX 

g4469026 

154 

5.0e-10 

55 

64 

(AL035602) hypothetical protein [Arabidopsis thaliana] 
306286 

uC-zmflb73068fl0bl 

BLASTX 

g2288999 

178 

3.0e-13 

83 

48 

(AC002335) electron transfer flavoprotein ubiquinone 
oxidoreductase isolog [Arabidopsis thaliana] 

306287 

uC-zmflb73068gl2bl 

BLASTX 

g3451069 

212 

6.0e-17 

144 

36 

(AL031326) hypothetical protein [Arabidopsis thaliana] 
306288 

uC-zmflb73068h06bl 

BLASTX 

g3860277 

422 

1.0e-41 

114 

71 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 



43432 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



ribosomal protein L10A [Arabidopsis thaliana] 
306289 

uC-zmflb73069a04bl 

BLASTX 

gl621268 

231 

4.0e-19 

71 

68 

(Z81012) unknown [Ricinus communis] 
306290 

uC-zmflb73069c07bl 

BLASTN 

g4140643 

166 

3.0e-88 

259 

92 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

306291 

uC-zmflb73069gl0al 

BLASTN 

g602605 

37 

1.0e-ll 

94 

83 

Zea mays tandem genes for alphal-tubulin and alpha2 -tubulin 
306292 

uC-zmflb73069h05bl 

BLASTX 

g2117937 

554 

7.0e-57 

140 

79 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) - 
barley >gi_1212996_emb_CAA62689_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 

306293 

uC- zmf lb7 3 0 6 9h0 9b 1 

BLASTX 

g3212869 

155 

2.0e-10 

71 
48 

(AC004005) unknown protein [Arabidopsis thaliana] 
306294 

uC-zmflb73070bllbl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4204283 

571 

7.0e-59 

155 

75 

(AC004146) 



Hypothetical protein [Arabidopsis thaliana] 



306295 

uC-zmflb73070cl0bl 

BLASTN 

gl504051 

249 

1.0e-138 

436 

90 

Zea mays mRNA for Calcium-dependent protein kinase, 
complete cds f 

306296 

uC-zmflb73070d02bl 

BLASTX 

g4416302" 

408 

5.0e-50 

115 

86 

(AF105716) copia-type pol polyprotein [Zea mays] 
306297 

uC-zmflb73070d03bl 

BLASTX 

g4587597 

180 

4.0e-13 

81 
41 

(AC006951) putative MAP kinase phosphatase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



306298 

uC-zmflb73070d04bl 

BLASTX 

gl001955 

419 

4.0e-41 

124 
72 

(U19099) unknown protein 
306299 

uC-zmflb73070g02bl 

BLASTX 

g2827536 

175 

2.0e-12 
46 



[Lycopersicon chilense ] 



43434 



% identity 


61 


NCBI Description 


(AL021633) hypothetical prot« 


Seq. No. 


306300 


Seq. ID 


uC- zmf lb7 3 0 7 0 gO 3b 1 


Method 


BLASTX 


NCBI GI 


gll81673 


BLAST score 


442 


E value 


1.0e-47 


Match length 


134 


% identity 


74 


NCBI Description 


(U41652) heat shock protein < 


Seq. No. 


306301 


Seq. ID 


uC- zmf lb7 3 0 7 0 gO 9b 1 


Method 


BLASTX 


NCBI GI 


gl22007 


BLAST score 


257 


E value 


3.0e-22 


Match length 


80 


% identity 


68 


NCBI Description 


HISTONE H2A >gi 100161 pir , 



70 [Sorghum bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



_S114 98 histone H2A - parsley 
>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 
- 149) [Petroselinum crispum] 

306302 

uC-zmflb73070gl2bl 

BLASTX 

g!877482 

421 

2.0e-41 

102 
80 

(U89271) short-chain alcohol dehydrogenase [Tripsacum 
dactyloides] 

306303 

uC-zmflb73071a01b3 

BLASTX 

g4455338 

387 

3.0e-37 

119 

64 

(AL035525) putative protein [Arabidopsis thaliana] 
306304 

uC-zmflb73071b04b3 

BLASTX 

g4559377 

215 

3.0e-17 

69 

57 

(AC006526) putative photomorphogenesis repressor protein 
COP1 [Arabidopsis thaliana] 



43435 



Seq. No, 


306305 


Seq. ID 


uC-zmflb73071e05b3 


Method 


BLASTN 


NCBI GI 


g575959 


BLAST score 


43 


E value 


8.0e-15 


Match length 


71 


% identity 


92 


NCBI Description 


Z.mays (Black Mexican Sweet) mRNA for 




l-acyl-glycerol-3-phosphate acyltransfer 


Seq, No. 


306306 


Seq. ID 


uC-zmflb73071g03b3 


Method 


BLASTX 


NCBI GI 


gl402878 


BLAST score 


257 


E value 


3.0e-22 


Match length 


97 


% identity 


49 


NCBI Description 


(X98130) unknown [Arabidopsis thaliana] 


Seq. No. 


306307 


Seq. ID 


uC-zmflb73071g04b3 


Method 


BLASTX 


NCBI GI 


gl346765 


BLAST score 


724 


E value 


8.0e-77 


Match length 


174 


% identity 


77 


NCBI Description 


SERINE/THREONINE PROTEIN PHOSPHATASE PP1 



>gi_1084368_pir S52371 phosphoprotein phosphatase (EC 

3.1.3.16) PP1 - kidney bean >gi_2129870_pir S60053 

phosphoprotein phosphatase 1 - kidney bean 
>gi_667049_emb_CAA88254_ (Z48221) protein phosphatase PP1 
[Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306308 

uC-zmflb73071gl0b3 

BLASTX 

gl769901 

285 

2.0e-25 

139 

40 

(X95737) proline transporter 1 
>gi_2088642 (AF002109) proline 
thaliana] 



[Arabidopsis thaliana] 
transporter 1 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306309 

uC-zmflb73071gl2b3 

BLASTX 

g3641838 

352 

2.0e-33 

130 

55 

(AL023094) putative protein 



{ fragment ) [Arabidopsis 



43436 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306310 

uO zmf lb7 30 7 IhO 2b3 

BLASTX 

g2944417 

165 

9.0e-12 

83 
48 

(AF049881) peroxidase FLXPER4 



[Linum usitatissimum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306311 

uC-zmflb73072a01al 

BLASTX 

gl362086 

173 

2.0e-12 

37 
86 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_2129919_pir S65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi_886471_emb_CAA58474_ (X83499) methionine synthase 
[Catharanthus roseus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306312 

uC-zmflb73072dl0al 

BLASTX 

g4220489 

197 

2.0e-15 

54 

69 

(AC006069) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



306313 

uC-zmflb73073a05al 
BLASTN ' 
gll81332 
113 

6.0e-57 

248 

85 



NCBI Description Z.mays CRH mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306314 

uC- zmf lb 7 3 0 7 3a 0 6b3 

BLASTX 

g2739385 

250 

2.0e-21 

66 

71 

(AC002505) putative beta-1, 3-glucanase [Arabidopsis 



43437 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306315 

uC-zmflb73073a08b3 

BLASTX 

g4309734 

227 

2.0e-24 

98 

54 

(AC006439) putative 26S proteosome regulatory subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306316 

uC-zmflb73073e06b3 

BLASTX 

g4204859 

245 

6.0e-21 

72 
72 

(U55859) heat shock protein 



80 [Triticum aestivum] 



306317 

uC-zmflb73073f04b3 

BLASTX 

g2842494 

462 

3.0e-46 

120 

79 

(AL021749) prohibitin-like protein [Arabidopsis thaliana] 
>gi_4097688 (U66591) prohibitin 1 [Arabidopsis thaliana] 
>gi_4097694 (U66594) prohibitin 1 [Arabidopsis thaliana] 

306318 

uC-zmflb73073f08b3 

BLASTX 

g4160441 

145 

5.0e-09 

71 

49 

(AF098674) lateral suppressor protein [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306319 

uC-zmflb73073h01b3 

BLASTX 

g3377509 

257 

2.0e-22 

94 

63 

(AF056027) auxin transport protein REH1 [Oryza sativa] 



Seq. No. 



306320 



43438 



.Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



o 



uC-zmflb73073h05b3 

BLASTX 

g!35398 

288 

4.0e-50 

119 

84 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S15773 tubulin alpha-1 

chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306321 

uC-zmflb73075al0al 

BLASTX 

g3287693 

158 

1.0e-10 

43 

70 

(AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp. gb_D90916. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI ^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306322 

uC-zmflb73075e03al 

BLASTN 

g2463566 

382 

0.0e+00 

406 

99 

Zea mays mRNA for squalene synthase, complete cds 
306323 

uC-zmflb73076allb2 

BLASTX 

gl23620 

330 

6.0e-31 

92 

72 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224_pir S14 950 

heat shock cognate protein 70 - tomato 

>gi_19258_emb_CAA37971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306324 

uC-zmflb73076dl2b2 

BLASTX 

g3128208 

191 

1.0e-14 

54 
59 

(AC004077) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



306325 



43439 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



uC-zmflb73076e07b2 

BLASTX 

g2583120 

301 

2.0e-27 

132 

48 

(AC002387) putative receptor-like protein kinase 
[Arabidopsis thalianaT" 

306326 

uC-zmflb73076e08b2 

BLASTX 

g3046695 

238 

7.0e-20 

83 

59 

(AL022224) putative protein [Arabidopsis thaliana] 
306327 

uC-zmflb73076el0b2 

BLASTN 

g558364 

184 

4.0e-99 

328 

90 

Z.mays mRNA for ADP-glucose pyrophosphorylase 
306328 

uC-zmflb73076f02b2 

BLASTX 

g231683 

286 

1.0e-25 

72 
68 

CALNEXIN HOMOLOG PRECURSOR >gi_421825_pir JN0597 

calnexin-like protein - Arabidopsis thaliana 
>gi_16211_emb_CAA79144_ (Z18242) calnexin homolog 
[Arabidopsis thaliana] 

306329 

uC- zmf lb7 3 0 7 6 f 0 3b2 

BLASTX 

g3036805 

349 

6.0e-33 

88 

67 

(AL022373) thaumatin-like protein [Arabidopsis thaliana] 
306330 

uC-zmflb73076hl0b2 

BLASTN 

g444046 



43440 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

2.0e-48 

265 

90 

Z.mays OBF1 mRNA for ocs-element binding factor 
306331 

uC- zmf lb 7 3 0 7 7 a 0 2b2 

BLASTX 

g3600039 

646 

1.0e-67 

160 

69 

(AF080119) similar to Schizosaccharomyces pombe isp4 
protein (GB:D14061) [Arabidopsis thaliana] 

306332 

uC-zmflb73077a06b2 

BLASTX 

g893294 

167 

2.0e-14 

58 
78 

(L43362) 4-coumarate:CoA ligase isoform 2 [Oryza sativa] 
306333 

uC-zmflb73077bl2b2 

BLASTX 

g2511531 

656 

8.0e-69 

125 
98 

(AF008120) alpha tubulin 1 [Eleusine indica] 
>gi_3163944__emb_CAA06618_ (AJ005598) alpha-tubulin 1 
[Eleusine indica] 



Seq. No. 


306334 


Seq. ID 


uC-zmflb73077c01b2 


Method 


BLASTX 


NCBI GI 


gl498597 


BLAST score 


329 


E value 


8.0e-31 


Match length 


91 


% identity 


75 


NCBI Description 


(U66105) phospholipid transfer protein [Zea mays] 


Seq. No. 


306335 


Seq, ID 


uC-zmflb73077c05al 


Method 


BLASTX 


NCBI GI 


g4204297 


BLAST score 


238 


E value 


5.0e-20 


Match length 


51 


% identity 


84 



43441 



/NCBI Description (AC003027) ADK1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



306336 

uC-zmflb73077c07b2 

BLASTX 

g2924247 

182 

2.0e-13 

66 

61 

(Y07782) expansin [Oryza sativa] 
306337 

uC-zmflb73077d04al 

BLASTN 

gl498052 

85 

4.0e-40 

114 

92 

Zea mays ribosomal protein S8 mRNA, complete cds 
306338 

uC-zmflb73077d04b2 

BLASTX 

gl498053 

414 

1.0e-40 

97 
84 

(U64436) ribosomal protein S8 [Zea mays] 
306339 

uC- zmf lb7 3 0 7 7 dO 9b2 

BLASTX 

gl498597 

394 

2.0e-38 

96 

79 

(U66105) phospholipid transfer protein [Zea mays] 
306340 

uC-zmflb73077dllal 

BLASTN 

g22144 

49 

8.0e-19 

89 
89 

Maize anaerobically regulated gene for fructose 
bisphosphate aldolase (EC 4.1.2.13) 

306341 

uC-zmflb73077e01b2 

BLASTX 

g4582488 



43442 



BLAST score 
E value 
Match length 
%• identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190 

4.0e-17 

77 

70 

(AL021768; 



putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



306342 

uC-zmflb73077e05b2 

BLASTX 

g2494223 

288 

7.0e-26 

78 

65 

DYNEIN LIGHT CHAIN 1, CYTOPLASMIC >gi__1209059 (U32855) 
cytoplasmic dynein light chain 1 [Drosophila melanogaster] 
>gi_4097197 (U48846) 8kd dynein light chain [Drosophila 
melanogaster] >gi_4097201 (U48848) 8kd dynein light chain 
[Drosophila melanogaster] 

306343 

uC-zmflb73077f03b2 

BLASTX 

gl710521 

401 

5.0e-39 

84 

89 

60S RIBOSOMAL PROTEIN L24 >gi_1154859_emb_CAA63960_ 
(X94296) L24 ribosomal protein [Hordeum vulgare] 

306344 

uC-zmflb73077f07b2 

BLASTX 

g533775 

155 

1.0e-23 . 

82 

76 

(U09989) H(+) -transporting ATPase [Zea mays] 
306345 

uC-zmflb73078c09b2 

BLASTX 

g2984709 

395 

2.0e-38 

79 

95 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 
306346 

uC-zmflb73078d02b2 

BLASTX 

g2828012 

250 

5.0e-41 



43443 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



113 
76 



(AF036891) starch synthase I precursor [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



306347 

uC- zmf lb7 3 0 7 8d0 4b2 
BLASTX 
g!35417 
266 

5.0e-25 
123 
62 

TUBULIN ALPHA- 3 
alpha-3 chain - 
Alpha- tubulin #3 [Zea mays] 
tubulin [Zea mays] 



CHAIN >gi_10094 6_pir JN0105 tubulin 

maize >gi_22150_emb_CAA44861_ (X63176) 
>gi_485377 (M60171) alpha-3 



306348 

uC-zmflb73078e06b2 

BLASTN 

g2921303 

131 

1.0e-67 

215 

90 

Zea mays herbicide safener binding protein (SBP1) mRNA, 
complete cds 

306349 

uC-zmflb73078e08b2 

BLASTX 

gll5771 

810 

6.0e-87 

154 

99 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

306350 

uC-zmflb73078f06b2 

BLASTX 

gll70937 

176 

9.0e-13 

35 
89 

S - ADENOS YLME T H I ON I NE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

306351 

uC-zmflb73078g01b2 



43444 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g22320 
105 

3.0e-52 

169 

91 

Maize HI mRNA for HI histone 
306352 

uC-zmflb73078h01b2 

BLASTX 

gl35417 

421 

2.0e-41 

86 
86 

TUBULIN ALPHA- 3 CHAIN >gi_10094 6_pir JN0105 tubulin 

alpha-3 chain - maize >gi_22150_emb_CAA44861_ (X63176) 
Alpha-tubulin #3 [Zea mays] >gi_485377 (M60171) alpha-3 
tubulin [Zea mays] 

306353 

uC-zmflb73078h02b2 

BLASTX 

g3024018 

291 

8.0e-27 ^ 

73 

78 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 

>gi_1546919_emb_CAA69225_ (Y07920) translation initiation 
factor 5A [Zea mays] >gi_2668738 {AF034943) translation 
initiation factor 5A [Zea mays] 

306354 

uC-zmflb73079d06b2 

BLASTX 

gl350680 

217 

2.0e-17 

77 

53 

60S RIBOSOMAL PROTEIN LI 
306355 

uC-zmflb73079f01b2 

BLASTX 

g2130122 

511 

5.0e-52 

113 

90 

cyclin III - 
mays] 



maize >gi_516548 (U10076) cyclin IHZm [Zea 



Seq. No. 
Seq. ID 



306356 

uC-zmflb73079g02b2 



43445 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3061308 

184 

1.0e-13 

94 

37 

(AB006074) 



topoisomerase III [Mus musculus] 



306357 

uC-zmflb73079h01b2 

BLASTX 

g2146740 

210 

8.0e-17 

61 

69 

inner mitochondrial membrane protein - Arabidopsis thaliana 
>gi_603056 (U18126) inner mitochondrial membrane protein 
[Arabidopsis thaliana] 

306358 

uC-zmflb73080a03b2 

BLASTN 

g575959 

52 

2.0e-20 

140 

84 

Z.mays (Black Mexican Sweet) mRNA for 

l-acyl-glycerol-3-phosphate acyltransf erase (putative) 
306359 

uC-zmflb73080a05b2 

BLASTX 

gl705667 

234 

7.0e-20 

72 

65 

SERINE CARBOXYPEPTIDASE-LIKE PRECURSOR 
>gi_409582_dbj_BAA04511_ (D17587) serine 
carboxypeptidase-like protein [Oryza sativa] 

306360 

uC-zmflb73080a08b2 

BLASTX 

g399940 

342 

5.0e-32 

105 

65 

MITOCHONDRIAL HEAT SHOCK 70 KD PROTEIN PRECURSOR 

>gi_100004_pir S25005 heat shock protein, 70K - kidney 

bean >gi_22636_emb_CAA47345_ (X66874) 70 kDa heat shock 
protein [Phaseolus vulgaris] 



Seq. No. 



306361 



43446 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73080a09al 

BLASTN 

g575959 

38 

3.0e-12 

50 

94 

Z.mays (Black Mexican Sweet) mRNA for 

l-acyl-glycerol-3-phosphate acyltransf erase (putative) 
306362 

uC-zmflb73080b04b2 

BLASTN 

gll81672 

44 

1.0e-15 

87 
89 

Sorghum bicolor heat shock protein 70 cognate (hsc70) mRNA, 
partial cds 

306363 

uC-zmflb73080c05b2 

BLASTX 

g3080420 

147 

2.0e-12 

76 
61 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306364 

uC- zmf lb7 3 0 8 0 dO 3b2 

BLASTX 

g2392895 

164 

2.0e-ll 

52 

58 

(AF017056) brassinosteroid insensitive 1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



306365 

uC- zmf lb7 3 0 8 0 dO 5b2 

BLASTX 

gl076678 

293 

2.0e-26 

71 

85 

ubiquitin / ribosomal protein S27a 
306366 

uC- zmf lb7 3 0 8 0 dO 7b2 

BLASTN 

gl906603 



potato (fragment) 



43447 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity- 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



200 

1.0e-108 

432 

91 

Zea mays ACCase gene, intron containing colonistl and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence • 

306367 '^VkI.','? 1 " 

uC-zmflb73080gl0b2 

BLASTX 

g2462753 

584 

2.0e-60 

177 

65 

(AC002292) putative polygalacturonase [Arabidopsis 
thaliana] 

306368 

uC-zmflb73080h01b2 

BLASTX 

g2961285 

224 

2.0e-18 

90 

47 

(Y16848) cinnamyl alcohol dehydrogenase-like protein, 
subunit b [Arabidopsis thaliana] 

306369 

uC-zmflb73080h02b2 

BLASTX 

g4467104 

314 

6.0e-29 

118 

51 

(AL035538) cinnamyl-alcohol dehydrogenase ELI3-1 
[Arabidopsis thaliana] 

306370 

uC-zmflb73080hllal 

BLASTN 

g3004949 

224 

1.0e-123 

259 

97 

Zea mays tonoplast intrinsic protein (ZmTIPl) mRNA, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



306371 

uC-zmflb73082b02a2 

BLASTN 

g559533 

34 



43448 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

K'CBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-10 

74 

86 

Z.mays mRNA for defense-related protein 
306372 

uC-zmflb73083a03b2 

BLASTX , 

g585452' r - 

166 

7.0e-12 

31 

90 

MALATE OXIDOREDUCTASE (NAD), MITOCHONDRIAL 59 KD ISOFORM 
PRECURSOR (MALIC ENZYME) (ME) (NAD- DEPENDENT MALIC ENZYME) 

(NAD-ME) >gi_107 6666_pir A53318 malate dehydrogenase 

(decarboxylating) (EC 1.1.1.39) 59K chain precursor, 
mitochondrial - potato >gi_438131_emb_CAA80547_ (Z23002) 
precursor of the 59kDa subunit of the mitochondrial 
NAD+-dependent malic enzyme [Solanum tuberosum] 

306373 

uC-zmflb73083cl0al 

BLASTX 

g3096920 

277 

3.0e-25 

65 

72 

(AL023094) putative ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



306374 

uC- zmf lb7 3 0 8 3d0 8b2 

BLASTX 

gl644291 

340 

5.0e-32 

105 

63 

(Z73295) receptor-like protein kinase 



[Catharanthus roseus] 



306375 

uC-zmflb73083e03b2 

BLASTX 

g4336747 

154 

5.0e-10 

135 

31 

(AF104924) unconventional myosin heavy chain [Zea mays] 
306376 

uC-zmflb73083f01b2 

BLASTN 

g2737881 

87 



43449 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



2.0e-41 

139 
91 

Saccharum sp. 



polyphenol oxidase mRNA, complete cds 



306377 

uC-zmflb73083fl2b2 

BLASTX 

g2495256 

360 

2.0e-34 

97 

72 

STRUCTURE-SPECIFIC RECOGNITION PROTEIN 1 HOMOLOG (HMG 

PROTEIN) >gi_481756_pir S39242 HMG protein - Madagascar 

periwinkle >gi_433872_emb_CAA82251_ (Z28410) HMG protein 
[Catharanthus roseus] 

306378 

uC- zmf lb7 3 0 8 3g0 6b2 

BLASTN 

g433040 

116 

1.0e-58 

179 

92 

Zea mays W-22 clone PREM-1A retroelement PREM-1, partial 
sequence 

306379 

uC- zmf lb7 3 0 8 3hl2b2 

BLASTX 

gl279640 

210 

7.0e-17 

89 

48 

(X92204) NAM [Petunia x hybrida] 
306380 

uC-zmflb73084a05b2 

BLASTX 

g4512663 

386 

3.0e-37 

173 

40 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4544470_gb_AAD22377.1_AC006580_9 (AC006580) 
hypothetical protein [Arabidopsis thaliana] 

306381 

uC-zmflb73084c07b2 

BLASTX 

g4262233 

176 

1.0e-12 



43450 



Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 
58 

(AC006200) hypothetical protein [Arabidopsis thaliana] 
306382 

uC-zmflb73084d07b2 

BLASTN 

g413792 

44 * - 

9.0e-16 

168 

82 

Cloning vector lambda EMBL3 SP6/T7, left arm 
306383 

uC-zmflb73084e09b2 

BLASTX 

g2959781 

151 

3.0e-10 

48 

65 

(AJ223508) Zwille protein [Arabidopsis thaliana] 
306384 

uC-zmflb73085a07b2 

BLASTX 

g2984709 

386 

2.0e-37 

87 

86 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306385 

uC-zmflb73085b!2al 

BLASTX 

g4558553 

278 

7.0e-25 

102 

57 

(AC007138) putative potassium channel 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306386 

uC-zmflb73085c02al 

BLASTX 

g82307 

201 

8.0e-16 

106 
49 

myb protein 306 - garden snapdragon >gi_256828_bbs_115017 
Myb oncoprotein homolog {clone 306} [Antirrhinum 
majus=snapdragons / Jl:522, flowers, Peptide, 316 aa] 



43451 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306387 

uC-zmflb73085c02b2 

BLASTX 

g282963 

190 

1.0e-24 

72 

75 

transforming protein (myb) homolog (clone myb.Ph2) 
petunia >gi_20561_emb_CAA78387_ (Z13997) protein 2 
x hybrida] 



- garden 
[Petunia 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306388 

uC-zmflb73085c04b2 

BLASTX 

g4204265 

162 

1.0e-21 

87 
57 

(AC005223) 45643 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306389 

uC - zmf lb7 3 0 8 5 gO 2b2 

BLASTN 

gl944204 

52 

3.0e-20 

56 

98 

Oryza sativa mRNA for RicMT, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306390 

uC - zmf lb7 3 0 8 5 g 0 8b2 

BLASTN 

gl944204 

56 

1.0e-22 

68 

96 

Oryza sativa mRNA for RicMT, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306391 

uC-zmflb73086a06b2 

BLASTX 

g2109457 

256 

3.0e-22 

76 

66 

(AF001501) chitinase [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



306392 

uC-zmflb73086b01b2 

BLASTN 

g3821780 

36 



43452 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



4.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
306393 

uC-zmflb73086e!0b2 
BLASTX 

gl35113& - 
901 

2.0e-97 

168 
99 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCOSYL TRANSFERASE 2) 
>gi_514946 (L22296) UDP-glucose : D- fructose 
2-glucosyl-transf erase [Zea mays] >gi__533252 (L33244) 
sucrose synthase 2 [Zea mays] 

306394 

uC-zmflb73086g03b2 , 

BLASTX 

g!362162 

160 

7.0e-ll 

64 

52 

beta-glucosidase BGQ60 precursor - barley >gi_804656 
(L41869) beta-glucosidase [Hordeum vulgare] 

306395 

uC-zmflb73086h09b2 

BLASTX 

g2586087 

220 

7.0e-18 

117 

8 

(U72724) receptor kinase-like protein [Oryza sativa] 
306396 

uC-zmflb73086hl0b2 

BLASTX 

gl23620 

168 

5.0e-12 

88 

47 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi__100224_pir S14 950 

heat shock cognate protein 70 - tomato 

>gi_19258_emb_CAA37971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 

306397 

uC-zmflb73088al0b2 

BLASTN 

gl698669 

189 



43453 



E value 


1.0e-102 


Match length 


265 


% identity 


94 


NCBI Description 


Zea mays S-like RNase (kinl) mRNA, complete < 


Seq. No. 


306398 


Seq. ID 


uC-zmflb73088bllb2 


Method 


BLASTX 


MPRT (IT 




BLAST score 


294 


E value 


1.0e-26 


Match length 


73 


% identity 


75 


NCBI Description 


(AF068687) malate dehydrogenase [Glycine max 


Seq. No, 


306399 


Seq. ID 


uC-zmflb73088c01al 


Method 


BLASTX 






BLAST score 


242 


E value 


1.0e-20 


Match length 


79 


% identity 


54 


NCBI Description 


(AB022689) similar to hsr203J [Lycopersicon ■ 


Seq. No. 


306400 


Seq. ID 


uC-zmflb73088c08b2 


Method 


BLASTN 


NCBI GI 


g2921303 






E value 


1.0e-135 


Match length 


373 


% identity 


92 


NCBI Description 


Zea mays herbicide safener binding protein ( 




complete cds 


Seq. No, 


306401 


Seq. ID 


uC-zmflb73088d08b2 


Method 


BLASTX 


NCBI GI 


g3786005 


"RT 7\ QT o r> r\-r~a 
JjJ_Lrt.0 1 bCOlc 


*± o 


E value 


3.0e-21 


Match length 


107 


% identity 


49 


NCBI Description 


(AC005499) putative phosphoethanolamine 




cytidylyltransferase [Arabidopsis thaliana] 


Seq. No. 


306402 


Seq. ID 


uC- zmf lb7 3 0 8 8 gO lb2 


Method 


BLASTN 


,NCBI GI 


g3342801 


BLAST score 


53 


E value 


4.0e-21 


Match length 


192 



% identity 

NCBI Description 



83 

Zea mays strain W64A x A182E putative cytosolic 
6-phosphogluconate dehydrogenase (pdh2) mRNA, complete cds 



43454 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306403 

uC-zmflb73088g03b2 

BLASTX 

gl35398 

441 

7.0e-44 
92 

90 : 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir_ 
chain - maize >gi_22147_emb_CAA33734_ 
alpha 1-tubulin [Zea mays] 



S15773 tubulin alpha-1 
(X15704) 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306404 

uC-zmflb73088h07b2 

BLASTX 

g3342802 

611 

1.0e-63 

123 
98 

(AF061838) putative cytosolic 6-phosphogluconate 
dehydrogenase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306405 

uC-zmflb73090f05a2 
BLASTX 
gl28191 
266 

7.0e-26 
106 
63 

NITRATE REDUCTASE (NAD(P)H) 
reductase (NAD(P)H) (EC 1.6 
>gi_19065_erab_CAA42739_ (X60173) 
(NAD (P) H) [Hordeum vulgare] 



>gi_66210_pir 
6.2) - barley 

nitrate reductase 



RDBHNP nitrate 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306406 

uC-zmflb73090flla2 

BLASTN 

g416146 

64 

9.0e-28 

184 

83 

Zea mays beta- 6 tubulin 



(tub6) gene and mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306407 

uC-zmflb73091e05b2 

BLASTX 

g2984709 

485 

8.0e-49 

104 

89 

(AF053468) DnaJ-related protein 



ZMDJ1 [Zea mays] 



43455 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306408 

uC-zmflb73091e!2b2 
BLASTX 
g4102839 
499 

2.0e-50 
170 
56 

(AF016713) LeOPTl [Lycopersicon esculentum] 
306409 

uC-zmflb73091g03b2 
BLASTX 
g729882 
229 

6.0e-21 
99 
59 

CASEIN KINASE II BETA 1 CHAIN (CK II) 

>gi_107 6300_pir S47968 casein kinase II (EC 

chain CKB2 - Arabidopsis thaliana >gi_4 67975 
casein kinase II beta subunit CKB2 [Arabidopsis thaliana] 
>gi_2245122_emb_CAB10544_ (Z97343) unnamed protein product 
[Arabidopsis thaliana] 



2.7.1.-) beta 
(U03984) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306410 

uC-zmflb73091g06b2 

BLASTX 

g3668090 

348 

9.0e-33 

132 

50 

(AC004667) hypothetical protein [Arabidopsis thaliana] 
306411 

uC-zmflb73091g09al 

BLASTX 

g3287693 

583 

2.0e-60 

124 

80 

(AC003979) Similar to LIM17 gene product gb_1653769 from 
the genome of Synechocystis sp. gb_D90916. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

£ value 

Match length 

% identity 

NCBI Description 



306412 

uC-zmflb73092a01b2 

BLASTX 

g4160292 

237 

1.0e-19 

58 

67 

(Y18209) alpha-N-acetylglucosaminidase [Nicotiana tabacum] 



43456 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBl' Description 



306413 

uC-zmflb73092a07b2 

BLASTX 

gl35411 

480 

2.0e-48 

101 

89 

TUBULIN ALPHA- 2 CHAIN >gi_82732_pir S15772 tubulin alpha-2 

chain - maize >gi_22148_emb_CAA33733_ (X15704) 
alpha2-tubulin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306414 

uC-zmflb73092a09b2 

BLASTX 

gl37460 

149 

9.0e-20 

73 

77 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 

SUBUNIT) >gi_67952_pir PXPZV9 H+-transporting ATPase (EC 

3.6.1.35), vacuolar, 69K chain - carrot >gi_167560 (J03769) 
vacular H+- ATPase [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306415 

uC-zmflb73092c09b2 

BLASTX 

g3297813 

229 

7.0e-19 

157 

38 

(AL031032) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306416 

uC-zmflb73092cl0b2 

BLASTX 

g531389 

374 

7.0e-36 

153 

48 

(U12626) copia-like retrotransposon Hopscotch polyprotein 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306417 

uC-zmflb73092d07al 

BLASTX 

g4375834 

165 

1.0e-ll 

88 

42 

(AL021713) putative protein [Arabidopsis thaliana] 



Seq. No. 



306418 



43457 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73092e05b2 

BLASTX 

g2961343 

166 

1.0e-ll 

57 

60 

(AL022140) symbiosis-related like protein [Arabidopsis 
thaliana] - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306419 

uC-zmflb73092fllb2 

BLASTX 

gl35417 

255 

3.0e-30 

79 

85 

TUBULIN ALPHA- 3 CHAIN >gi_10094 6_pir JN0105 tubulin 

alpha-3 chain - maize >gi_22150_emb_CAA44861_ (X63176) 
Alpha-tubulin #3 [Zea mays] >gi_485377 (M60171) alpha-3 
tubulin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306420 

uC-zmflb73092h01b2 

BLASTN 

g248338 

51 

5.0e-20 

138 

85 

polyubiquitin [maize, Genomic, 3439 nt] 
306421 

uC-zmflb73092h03b2 

BLASTX 

gl345587 

165 

2.0e-12 

81 

60 

14-3-3-LIKE PROTEIN GF14-6 >gi_998430_bbs_164522 (S77133) 
GF14-6=14-3-3 protein homolog [Zea mays, XL80, Peptide, 261 
aa] [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



306422 

uC-zmflb73093a08b2 

BLASTX 

g2984709 

499 

1.0e-50 

98 
97 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 
306423 

uC-zmflb73093b04b2 



43458 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method " 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3868758 

269 

7.0e-24 

75 

71 

(D89802) 



elongation factor IB gamma [Oryza sativa] 



306424 

uC-zmf lb7 30 93c0 6b2 

BLASTX 

gl35411 

150 

6.0e-22 

66 

88 

TUBULIN ALPHA- 2 CHAIN >gi_82732_pir S15772 tubulin alpha- 
chain - maize >gi_22148__emb_CAA33733_ (X15704) 
alpha2-tubulin [Zea mays] 



306425 

uC-zmflb73093c09b2 

BLASTX 

g2832623 

264 

6.0e-23 

82 
62 

(AL021711) protein kinase 



like protein [Arabidopsis 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306426 

uC-zmflb73093cl0b2 

BLASTX 

g!168536 

248 

2.0e-21 

83 
66 

PHYTEPSIN PRECURSOR (ASPARTIC PROTEINASE) 

>gi_100567_pir S19697 aspartic proteinase 

precursor - barley >gi_18904_emb_CAA39602_ 
aspartic proteinase [Hordeum vulgare] 



(EC 3.4.23.-) 
(X56136) 



Seq. No. 
Seq. ID 



306427 

uC-zmflb73093d02b2 

BLASTX 

g3249105 

194 

4.0e-15 

89 

45 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 

306428 

uC-zmflb73093fllb2 



43459 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN . 

g22332 

299 

1.0e-167 

442 
93 

Z.mays HRGP gene 





Seq. No. 


306429 




Seq. ID 


uC-zmflb73093f!2al 




Method 


BLASTX 




NCBI GI 


g4432832 




BLAST score 


159 




E value 


8.0e-ll 




LrlcLLOil icily Uil 






% identity 


64 




NCBI Description 


(AC006283) similar 




Seq. No. 


306430 




Seq. ID 


uC-zmflb73093g!2b2 




Method 


BLASTX 


rrs 


NCBI GI 


g902584 


~™ 


BLAST score 


710 


r 4~ 


E value 


3.0e-75 




Match length 


152 




% identity 


15 




NCBI Description 


(U29159) polyubiqu: 






mays] 




Seq. No. 


306431 




Seq. ID 


uC-zmflb73093hl0al 




Method 


BLASTN 




NCBI GI 


g4185305 




BLAST score 


59 




E value 


1.0e-24 




Match length 


222 




% identity 


86 




NCBI Description 


Zea mays cosmid IV 



7 ubiquitin monomers [Zea 



(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306432 

uC-zmflb73094a08b2 

BLASTX 

g3702620 

220 

6.0e-18 

120 

50 

(Y17329) calnexin [Pisum sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



306433 

uC-zmflb73094allb2 

BLASTX 

g2341061 

255 



43460 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-22 

76 

70 

(U73459) translational initiation factor eIF-4A [Zea mays] 
306434 

uC-zmflb73094b07al 

BLASTX 

g3860247 

150 

2.0e-20 

70 

74 

(AC005824) unknown protein [Arabidopsis thaliana] 
306435 

uC-zmflb73094bllb2 

BLASTX 

g401161 

648 

5.0e-68 

125 
98 

TUBULIN ALPHA-5 CHAIN >gi_32287 9_pir S28982 tubulin 

alpha-5 chain - maize >gi_22156_emb_CAA44862_ (X63177) 
alpha-tubulin #5 [Zea mays] >gi_450293 (L27815) 
alpha-tubulin [Zea mays] >gi_452474 (U05258) alpha-tubulin 
[Zea mays] 

306436 

uC-zmflb73094d07b2 

BLASTX 

g3309243 

552 

1.0e-56 

136 

•78 

(AF073507) aconitase-iron regulated protein 1 [Citrus 
limon] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



306437 

uC-zmflb73094g02b2 

BLASTN 

g22346 

114 

4.0e-57 
250 

87 . 



NCBI Description Maize In2-1 mRNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



306438 

uC-zmflb73094g07b2 

BLASTX 

g3342800 

227 

1.0e-18 
62 



43461 



% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST 'score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

(AF061837) putative cytosolic 6-phosphogluconate 
dehydrogenase [Zea mays] 

306439 

uC-zmflb73094h05b2 

BLASTX 

g3096949 

153 

4.0e-21 

90 

62 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 

306440 

uC-zmflb73094h07b2 

BLASTX 

g3860277 

174 

1.0e-12 

73 
55 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



■Pi ^Zesr mays] 



306441 

uC-zmflb73094h08b2 

BLASTX 

g3004950 

295 

6.0e-27 

98 

65 

(AF037061) tonoplast intrinsic protein; 



306442 

uC-zmflb73095c05bl 

BLASTX 

g4455350 

350 

3.0e-33 

115 

61 

(AL035524) putative protein [Arabidopsis thaliana] 
306443 

uC-zmflb73095cllbl 

BLASTX 

g2104949 

174 

2.0e-12 

40 

75 

(U96716) MAP kinase-like protein [Selaginella lepidophylla] 



43462 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity s 

NCBI Description 



306444 

uC-zmflb73095d03al 

BLASTX 

g4586249 

190 

2.0e-14 

106 

38 

(AL049640) putative pollen surface protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score - , 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306445 

uC-zmflb73095f04bl 

BLASTX 

g2244831 

181 

9.0e-21 

100 

64 

(Z97337) hypothetical protein [Arabidopsis thaliana] 



306446 

uC-zmflb73095hl2bl 

BLASTX 

g4580461 

257 

2.0e-22 

89 

56 

(AC006081) unknown protein 



[Arabidopsis thaliana] 



306447 

uC-zmflb73096cl2bl 

BLASTX 

gl35411 

587 . - -s - 

6.0e-61 

113 

96 

TUBULIN ALPHA- 2 CHAIN >gi_82732jpir S15772 tubulin alpha-2 

chain - maize >gi_22148_emb_CAA33733_ (X15704) 
alpha2-tubulin [Zea mays] 

306448 

uC-zmflb73096d02bl 

BLASTX 

g!703446 

186 

2.0e-14 

67 

61 

L- AS PARAG I NAS E ( L - AS PARAG I NE AMIDOHYDROLASE) 

>gi_1076292_pir S53127 asparaginase - Arabidopsis thaliana 

>gi_735918_emb_CAA84367_ (Z34884) asparaginase [Arabidopsis 
thaliana] 



43463 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306449 

uC-zmflb73096e02bl 

BLASTN 

gl906603 

49 

2.0e-18 

109 

Zea mays ACCase gene, intron containing colonistl and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 





Seq. No. 


306450 




Seq. ID 


uC-zmflb73096f06al 




Method 


BLASTN 




NCBI GI 


g435542 




BLAST score 


101 




E value 


6.0e-50 




Match length 


161 




% identity 


91 




NCBI Description 


Z.mays mRNA for calmodulin 




Seq. No. 


306451 




Seq. ID 


uC-zmflb73096f08bl 




Method 


BLASTX 




NCBI GI 


g544242 




BLAST score 


188 




E value 


4.0e-26 




Match length 


110 




% identity 


65 




NCBI Description 


ENDOPLASMIN HOMOLOG PRECURi 



(GRP94 HOMOLOG) 

>gi__485498_pir S33533 heat shock protein 90 homolog 

precursor - barley >gi_22652_emb_CAA48143_ (X67960) GRP94 
homologue [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306452 

uC- zmf lb7 3 0 £6g0 lbl 

BLASTX 

g4335745 

198 

2.0e-15 

99 
42 

(AC006284) putative hydrolase {contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306453 

uC- zmf lb 7 3 0 9 6g0 6b 1 

BLASTX 

g2688830 

329 

1.0e-30 

100 

67 

(AF000952) putative sugar transporter 



[Prunus armeniaca] 



43464 



Seq. No, 


306454 


Seq. ID 


uC-zmflb73096h02bl 


Method 


BLASTX 


NCBI GI 


a3201623 


BLAST score 


186 


E value 


5.0e-14 


Match length 


109 


% identity 


41 


NCBI Description 


(AC004 669) shaggy-. 


Seq. No. 


306455 


Seq. ID 


uC-zmflb73096h04bl 


Method 


BLASTX 


NCBI GI 


g232033 


BLAST score 


166 


E value 


7.0e-12 


Match length 


71 


% identity 


56 


NCBI Description 


ELONGATION FACTOR 



[Arabidopsis thaliana] 



1 BETA" >gi_479830__pir S35501 

translation elongation factor eEF-1 beta 1 chain - wheat 
>gi_2 1834 l_dbj_BAA0 243 6_ (D13147) elongation factor 1 beta' 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306456 

uC-zmflb73097a01bl 

BLASTX 

g3914431 

142 

3.0e-14 

69 

65 

PROTEASOME COMPONENT C8 (MACRO PAIN SUBUNIT C8 ) 
{ MULT I CAT AL YT I C ENDOPEPTIDASE COMPLEX SUBUNIT C8) 
>gi_2285802_dbj_BAA21651_ (D78173) 26S proteasome alpha 
subunit [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306457 

uC-zmflb73097b06bl 

BLASTX 

g2244750 

348 

6.0e-33 

123 

61 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306458 

uC- zmf lb 7 3 0 9 7 dO lb 1 

BLASTX 

gl708236 

212 

6.0e-17 

81 
59 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE 



(HMG-COA SYNTHASE) 



43465 



(3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3*5) - Arabidopsis thaliana 
>gi_1143390_emb_CAA58763_ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 

>gi_1586548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306459 

uC-zmflb73097d04bl 

BLASTN 

g22292 

60 

3.0e-25 

231 

83 

Z.mays mRNA for glycine-rich protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306460 

uC-zmflb73097e08bl 

BLASTX 

g2511574 

267 

2.0e-23 

65 

88 

(Y13176) multi catalytic endopeptidase [Arabidopsis 
thaliana] >gi_3421075 (AF043520) 20S proteasome subunit 
PAB1 [Arabidopsis thaliana] 



306461 

uC-zmflb73097ellbl 

BLASTN 

g2331300 

42 

2.0e-14 

62 

92 

Zea mays ribosomal protein S4 type I 
cds 



(rps4) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



306462 

uC-zmflb73097hl2bl 

BLASTX 

g3281853 

182 

1.0e-13 

43 

81 

(AL031004) putative protein [Arabidopsis thaliana] 
306463 

uC-zmflb73098a02bl 

BLASTX 

g730450 

251 

7.0e-29 



43466 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 
66 

60S RIBOSOMAL PROTEIN L13-2 (COLD INDUCED PROTEIN C24B) 

>gi_480649_pir S37134 cold-induced protein BnC24B - rape 

>gi_398 922_emb_CAA80343_ (Z22620) cold induced protein 
(BnC24B) [Brassica napus] 

306464 

uC-zmflb73098a03bl 

BLASTX 

gl890575 

154 

3.0e-10 

54 

61 

(X93174) 
vulgare] 



xyloglucan endotransglycosylase (XET) [Hordeum 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306465 

uC-zmflb73098a04bl 

BLASTN 

g22091 

200 

1.0e-109 

256 

95 

Z . diploperennis gene for hydroxyproline-rich glycoprotein 
306466 

uC-zmflb73098a06bl 

BLASTN 

gl944204 

33 

3.0e-09 

45 

93 

Oryza sativa mRNA -f* or RicMT, complete cds 
306467 

uC-zmflb73098al2bl 

BLASTN 

gl944204 

43 

5.0e-15 

63 
92 

Oryza sativa mRNA for RicMT, complete cds 
306468 

uC-zmflb73098bl0bl 

BLASTX 

g82080 

259 

2.0e-22 

70 
70 

chlorophyll a/b-binding protein type III precursor - tomato 



43467 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



306469 

uC-zmflb73098c08bl 

BLASTX 

g2829915 

262 

9.0e-23 

153 

12 

(AC002291) Hypothetical protein 



[Arabidopsis thaliana] 



306470 

uC-zmflb73098f01bl 

BLASTX 

g417745 

412 

2.0e-40 

110 

74 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_170773 (L11872) 
S-adenosyl-L-homocysteine hydrolase [Triticum aestivum] 

306471 

uC-zmflb73098f09bl 

BLASTX 

g3822403 

158 

1.0e-10 

58 
48 

(AF087932) hydroperoxide lyase [Arabidopsis thaliana] 
306472 

uC-zmflb73098g01bl 

BLASTX 

gll81331 

191 

6.0e-15 

75 
55 

(X77569) calnexin [Zea mays] 



306473 

uC-zmflb73098g05bl 

BLASTX 

g729671 

199 

1.0e-21 

88 
61 

HI STONE H2A >gi_473603 



(U08225) histone H2A [Zea mays] 



Seq. No. 
Seq. ID 



306474 

uC-zmflb73098g08bl 



43468 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3850588 

364 

8.0e-35 

125 

51 

(AC005278) Contains similarity to gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 


306475 


Seq. ID 


uC-zmflb73098h01bl 


Method 


BLASTX 


NCBI GI 


a2914706 


BLAST score 


152 


E value 


2.0e-10 


Match length 


47 


% identity 


62 


NCBI Description 


(AC003974) putative homeobox protein [Arabidopsis thaliana; 


Seq. No. 


306476 


Seq. ID 


uC-zmflb73099a09bl 


Method 


BLASTX 


MPRT (IT 




BLAST score 


268 


E value 


8.0e-24 


Match length 


91 


% identity 


58 


NCBI Description 


(AF052191) katanin p60 subunit [Strongylocentrotus 




purpuratus] 


Seq. No. 


306477 


Seq. ID 


uC-zmflb73099a!0bl 


Method 


BLASTX 


NCBI GI 


g4062934 


BLAST score 


272- 


E value 


5.0e-24 


l v Ja.t.Oil JLcIigCIl 




% identity 


65 


NCBI Description 


(D88272) formate dehydrogenase [Hordeum vulgare] 


Seq. No. 


306478 


Seq. ID 


uC-zmflb73099allbl 


Method 


BLASTX 


NCBI GI 


gll3460 


BLAST score 


147 


E value 


2.0e-09 


Match length 


80 


% identity 


46 


NCBI Description 


ADP, ATP CARRIER PROTEIN 2 PRECURSOR (ADP/ATP TRANSLOCASE 2 




{ADENINE NUCLEOTIDE TRANSLOCATOR 2) (ANT 2) 




>gi 100851 pir S16568 ADP, ATP carrier protein precursor - 




maize >gi_22164_emb_CAA41812_ (X59086) adenine nucleotide 




translocator [Zea mays] 


Seq. No. 


306479 



43469 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



uC-zmflb73099e04bl 

BLASTX 

g3522938 

252 

2.0e-21 

151 
42 

(AC004411) unknown protein [Arabidopsis thaliana] 
306480 

uC-zmflb73099e05bl 

BLASTX 

g4581508 

393 

5.0e-38 

118 

64 

(AL049558) putative phosphatidylinositol-kinase 
[Schizosaccharomyces pombe] 

306481 

uC-zmflb73099f!0bl ' ' 

BLASTX 

g548770 

162 

4.0e-ll 

119 
37 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj__BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

306482 

uC-zmflb73099gllbl 

BLASTX 

g2662343 

409 

4.0e-60 

152 

82 

(D63581) EF-1 alpha [Oryza sativa] 
306483 

uC-zmflb73099h09bl 

BLASTN 

g577824 

97 

3.0e-47 

224 

87 

Z.mays gene for H2B histone (gH2B3) 
306484 

uC-zmflb73100b01bl 

BLASTX 

g3395938 

276 



43470 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-24 

98 

55 

(AF076924) polypyrimidine tract -binding protein homolog 
[Arabidopsis thaliana] 

306485 

uC-zm£lb73100fl2bl 

BLASTX 

g3599491 

303 

1.0e-27 

112 
54 

(AF08514 9) putative aminotransferase [Capsicum chinense] 
306486 

uC-zmflb73100h08bl 

BLASTX 

gl723614 

265 

4.0e-23 

139 

45 

RIBOSOMAL LARGE SUBUNIT PSEUDOURIDINE SYNTHASE D 
(PSEUDOURIDYLATE SYNTHASE) (URACIL HYDROLYASE) 

>gi_2121009_jpir S60168 hypothetical protein X - Zymomonas 

mobilis >gi_1143378_dbj_BAA09443_ (D50832) homologue of E. 
coli ClpB5' ORF [Zymomonas mobilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306487 

uC-zmflb73101g07al 

BLASTN 

g22185 

33 

3.0e-09 

65 

88 

Z.mays mRNA for b-32 protein, putative regulatory factor of 
zein expression (clone b-32. 120) 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



306488 

uC-zmflb73105f09al 

BLASTX 

g4336349 

252 

9.0e-26 

80 

80 

(AF082871) arsenate resistance protein ARS2 
306489 

uC-zmflb73107a09a2 

BLASTN 

gl220422 

62 

8.0e-27 



[Homo sapiens] 



43471 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
"BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118 
92 

Zea mays ubiquitin (MUB14) mRNA, 3' end 
306490 

uC-zmflb73107b01a2 

BLASTX 

gl498053 

144 

4.0e-09 

41 
73 

(U64436) ribosomal protein S8 [Zea mays] 



306491 

uC-zmflb73108a08al 

BLASTN 

g4416300 

41 

9.0e-14 

77 

88 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306492 

uC-zmflb73108e06al 

BLASTX 

g4584542 

148 

2.0e-09 

75 

44 

(AL049608) putative protein [Arabidopsis thaliana] 
306493 

uC-zmflb73108f09al 

BLASTX 

g3461817 

270 

7.0e-24 

59 

80 

(AC004138) unknown protein [Arabidopsis thaliana] 
306494 

uC-zmflb73110d05al 

BLASTX 

g4056507 

190 

2.0e-14 

59 

59 

(AC005896) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 



306495 



43472 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73110g09al 

BLASTX 

g3702336 

151 

6.0e-10 

55 
51 

(AC005397) putative 



3-methyl-2-oxobutanoate 



hydroxy-methyl-transf erase [Arabidopsis thaliana] 
306496 

uC-zmflb73111h01al 

BLASTN 

g!68569 

65 

3.0e-28 

65 

100 

Zea mays putative phenylalanine ammonia lyase mRNA, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306497 

uC-zmflb73112fllal 

BLASTX 

g4582435 

355 

1.0e-33 

94 

69 

(AC007196) putative selenium-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306498 

uC-zmflb73112h09al 

BLASTN 

gl895083 

38 

5.0e-12 

42 

98 

Zea mays golgi associated protein se-wap41 mRNA, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



306499 

uC-zmflb73113a02a2 

BLASTN 

g4416300 

82 

8.0e-39 

114 

93 

Zea mays chromosome 4 22 kDa 
region, complete sequence 

306500 

uC-zmflb73113c03a2 
BLASTX 



zein-associated intercluster 



43473 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl705812 

145 1 

4.0e-09 

44 

61 

ACIDIC CHITINASE PRECURSOR >gi_1150686_emb_CAA92207_ 
(Z68123) acidic chitinase [Vitis vinifera] 



Seq 5 No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



306501 

uC-zmflb73113c09a2 

BLASTX 

g3935173 

190 

3.0e-14 

78 

51 

(AC004557) F17L21.16 [Arabidopsis thaliana] 



306502 

uC-zmflb73114a02bl 

BLASTX 

gl653897 

160 

2.0e-ll 

63 

46 

(D90917) dihydroxyacid dehydratase 



[Synechocystis sp.] 



306503 

uC-zmflb73114a07bl 

BLASTX 

g4512685 

165 

1.0e-ll 

62 
47 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 



306504 

uC-zmflb73114b03a2 

BLASTN 

gl698669 

48 

2.0e-18 

52 

98 

Zea mays S-like RNase (kinl) 



mRNA, complete cds 



306505 

uC-zmflb73114b03bl 

BLASTX 

gl29591 

143 

3.0e-09 
77 



43474 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 

PHENYLALANINE AMMON I A- L YAS E >gi^295824_emb_CAA34226__ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 

306506 

uC-zmflb73114b05a2 

BLASTN 

g!68541 

3'6 

1.0e-10 

48 

94 

Zea mays putative proteolipid subunit of vacuolar H+ ATPase 
mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306507 

uC-zmflb73114bl0bl 

BLASTN 

g2921303 

220 

1.0e-120 

328 

92 

Zea mays herbicide safener binding protein 
complete cds 



(SBP1) mRNA, 



306508 

uC-zmflb73114c01bl 

BLASTX 

g2499708 

198 

2.0e-15 

82 

50 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
{PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 





>gi_1020409_dbj_BAA11135_ (D73410) phospholipase 




mays] 


Seq, No. 


306509 


Seq. ID 


uC-zmflb73114c03bl 


Method 


BLASTN 


NCBI GI 


g22292 


BLAST score 


36 


E value 


5.0e-ll 


Match length 


60 


% identity 


90 


NCBI Description 


Z.mays mRNA for glycine-rich protein 


Seq. No. 


306510 


Seq. ID 


uC-zmflb73114cl0bl 


Method 


BLASTX 


NCBI GI 


g2829918 


BLAST score 


149 


E value 


4.0e-10 


Match length 


60 


% identity 


57 



43475 



NCBI Description (AC002291) similar to "tub" protein gp_U82468_2072162 
[Arabidopsis thaliana] - 



Seq. No. 306511 

Seq. ID uC-zmflb73114dl0bl 

Method BLASTN 

NCBI GI g551482 

BLAST score 33 

E value 4.0e-09 

Match length 89 

% identity 84 

NCBI Description Zea mays ABA- and ripening-inducible-like protein roRNA, 
complete cds 

Seq. No. 306512 

Seq. ID uC-zmflb73114d!2bl 

Method BLASTX 

NCBI GI gl621268 

BLAST score 183 

E value 1.0e-13 

Match length 74 

% identity 54 

NCBI Description (Z81012) unknown [Ricinus communis] 

Seq. No. 306513 

Seq. ID uC-zmflb73114e04a2 

Method BLASTX 

NCBI GI g2842531 

BLAST score 201 

E value 1.0e-15 

Match length 60 

% identity 63 

NCBI Description (AB004291) gamma-subunit of enolase [Gallus gallus] 

Seq. No. 306514 

Seq. ID uC-zmflb73114f09bl 

Method BLASTX 

NCBI GI gl076791 

BLAST score 148 

E value 1.0e-09 

Match length 60 

% identity 55 



NCBI Description calcium-binding protein - maize >gi_2119370_pir S58170 

Calreticulin precursor - maize >gi__577 612_emb_CAA86728_ 
(Z46772) calcium-binding protein [Zea mays] 
>gi_927572_emb_CAA61939_ (X89813) Calreticulin precursor 

[Zea mays] >gi_1587033_prf 2205314A calreticulin [Zea 

mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



306515 

uC-zmflb73114g07bl 

BLASTN 

g22336 

70 

2.0e-31 

102 

94 



43476 



NCBI Description Maize mRNA for an 18kDa heat shock protein 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306516 

uC-zmflb73114g09bl 

BLASTX 

gl29881 

145 

3.0e-15 

72 
59 

PYROPHOSPHATE — FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE) ) 

(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 

(PPI-PFK) >gi_482294_pir A36094 

pyrophosphate — f ructose-6-phosphate 1-phosphotransf erase 
(EC 2.7.1.90) alpha chain - potato (cv. Kennebec) 
>gi_169538 (M55190) pyrophosphate- f ructose 6-phosphate 
1-phosphotransf erase alpha-subunit [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306517 

uC-zmflb73114gl0bl 

BLASTX 

g951172 

390 

6.0e-38 

107 

71 

(U31521) MADS box protein 
>gi_l 00193 4_emb_CAA5 6 5 0 4_ 



[Zea mays] 
(X80206) ZAG2 



[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306518 

uC-zmflb73114h05bl 

BLASTN 

g2909845 

77 

1.0e-35 

161 

88 

Zea mays (S) -adenosyl-L-methionine: delta 24-sterol 
methyltransf erase mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306519 

uC-zmflb73114h09bl 

BLASTX 

g2529680 

195 

2.0e-15 

71 

58 

(AC002535) putative protein disulf ide-i some rase precursor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



306520 

uC-zmflb73116a05b2 

BLASTX 

g4490323 

312 



43477 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-28 

114 

51 

(AJ131464) nitrate transporter [Arabidopsis thaliana] 



306521 

uC-zmflb73116a07b2 

BLASTX 

g2511531 

453 

4.0e-45 

104 

83 

(AF008120) alpha tubulin 
>gi_3 16394 4_emb_CAA0 6 61 8_ 
[Eleusine indica] 



1 [Eleusine indica] 
(AJ005598) alpha-tubulin 1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity* 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



306522 

uC-zmflb73116f01b2 

BLASTX 

g283496 

201 

2.0e-15 

175 

8 

ubiquitin TU20 - Tetrahymena pyriformis (SGC5) 
>gi_578547_emb_CAA43387_ (X61053) ubiquitin [Tetrahymena 
pyriformis] 



306523 

uC-zmflb73116fllb2 

BLASTN 

g22507 

113 

8.0e-57 

242 

33 

Maize (strain W64A) 



mRNA for cell wall glycoprotein 



306524 

uC-zmflb73116g04b2 

BLASTX 

g4539452 

145 

6.0e-09 

52 

63 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

306525 ' 

uC-zmflb73116h04b2 

BLASTX 

g4587615 

148 

1.0e-09 
51 



43478 



% identity 

NCBI Description 



57 

(AC006951) putative acyl-CoA synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



306526 

uC-zmflb73117a05b2 

BLASTX 

g4379198 

227 

5.0e-19 

66 

73 

(V00730) alpha-crystallin [Mus musculus] 
306527 

uC-zmflb73117b05b2 

BLASTX 

g4510426 

222 

2.0e-18 

72 
65 

(AC006929) hypothetical protein [Arabidopsis thaliana] 
306528 

uC-zmflb73117c01b2 

BLASTX 

gl35398 

757 

1.0e-80 

141 

100 

TUBULIN ALPHA- 1 CHAIN >gi__82731_pir S15773 tubulin alpha-1 

chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 

306529 

uC-zmflb73117cl2b2 

BLASTX 

gll5815 

235 

8.0e-39 

120 

65 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-M9) (LHCP) >gi_100866_pir S13098 chlorophyll 

a/b-binding protein precursor - maize 
>gi_22355__emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

306530 

uC-zmflb73117d07b2 

BLASTX 

gll73234 

189 

3.0e-14 
89 



43479 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



48 

40S RIBOSOMAL PROTEIN S25 >gi_481909_pir S40089 ribosomal 

protein S25 - tomato >gi_43567 9__emb_CAA54132_ (X76714) 
ribosomal protein S25 [Lycopersicon esculentum] 

>gi_1584836_prf 2123431A ribosomal protein S25 

[Lycopersicon esculentum] 

306531 

uC-zmflb73117d08al 

BLASTX 

g2827561 

317 

3.0e-29 

88 

68 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi_3292809_emb_CAA19799_ (AL031018) putative protein 
[Arabidopsis thaliana] 

306532 

uC-zmflb73117dllb2 

BLASTN 

g2062705 

36 

3.0e-ll 

36 
100 

Human butyrophilin (BTF5) mRNA, complete cds 



306533 

uC-zmflb73117e08al 

BLASTX 

g3790441 

223 

2.0e-18 

63 
71 

(AF030515 ) chaperonin 



60 alpha subunit [Canavalia lineata] 



306534 

uC-zmflb73117h01b2 

BLASTX 

gl839188 

193 

9.0e-15 

116 

41 

(U86081) root hair defective 3 
306535 

uC-zmflb73118a!2bl 

BLASTN 

g4590325 

118 

7.0e-60 

157 

94 



[Arabidopsis thaliana] 



43480 



NCBI Description 



Zea mays 101 kDa heat shock protein (HSP101) mRNA, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306536 

uC-zmflb73118c07bl 

BLASTX 

g3004950 

236 

4.0e-20 

49 

96 

(AF037061) tonoplast intrinsic protein; ZmTIPl [Zea mays] 



306537 

uC-zmflb73118d08bl 

BLASTX 

g3395431 

146 

2.0e-09 

72 

46 

(AC004683) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



306538 

uC-zmflb73118f07bl 

BLASTN 

g551482 

154 

3.0e-81 

306 

92 

Zea mays ABA- and ripening- inducible-like protein mRNA, 
complete cds 

306539 

uC-zmflb73118fl0bl 

BLASTX 

g479413 

186 

2.0e-20 

98 

61 

myosin-like protein - Arabidopsis thaliana 
306540 

uC-zmflb73118g09bl 

BLASTX 

gl707007 

362 

1.0e-34 

111 

57 

(U78721) hypothetical protein [Arabidopsis thaliana] 
306541 

uC-zmflb73118gl2bl 
BLASTX 



43481 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3785989 
438 

2.0e-43 

107 

78 

(AC005560) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306542 

uC-zmflb73118h03bl 

BLASTX 

gl23620 

342 

3.0e-32 

111 

65 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224_pir S14950 

heat shock cognate protein 70 - tomato 

>gi_19258_emb_CAA37971__ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 



Seq. No. 


306543 


Seq. ID 


uC-zmflb73119bllbl 


Method 


BLASTN 


NCBI GI 


gl905943 


BLAST score 


34 


E value 


6.0e-10 


Match length 


74 


% identity 


86 


NCBI Description 


Sorghum bicolor MADS box trar 




complete cds 


Seq. No. 


306544 


Seq. ID 


uC-zmflb73119c08bl 


Method 


BLASTX 


NCBI GI 


g4206306 


BLAST score 


187 


E value 


6.0e-19 


Match length 


137 


% identity 


46 


NCBI Description 


(AF049110) prpol [Zea mays] 


Seq. No. 


306545 


Seq. ID 


uC-zmflb73119e01bl 


Method 


BLASTX 


NCBI GI 


g!498120 


BLAST score 


474 


E value 


1.0e-47 


Match length 


149 


% identity 


65 


NCBI Description 


(D85416) sulfate transporter 


Seq. No. 


306546 


Seq. ID 


uC-zmflb73119e03bl 


Method 


BLASTX 


NCBI GI 


g3600039 


BLAST score 


173 


E value 


2.0e-12 



43482 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



114 
38 

(AF080119) similar to Schizosaccharomyces pombe isp4 
protein (GB:D14061) [Arabidopsis thaliana] 



306547 

uC-zmflb73119fllbl 

BLASTX 

g2984709 

500 

1.0e-50 

94 

100 

(AF053468) DnaJ-related protein 



ZMDJ1 [Zea mays] 



306548 

uC-zmflb73119h08bl 

BLASTX 

g2914700 

591 

2.0e-61 

151 
79 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 

306549 

uC-zmflb73120cl0bl 

BLASTX 

g2181180 

196 

5.0e-15 

88 
44 

(Z84377) xylosidase [Aspergillus niger] 
306550 

uC-zmflb73120cl2bl 

BLASTX 

g2500980 

172 

3.0e-12 

49 

69 

GLUTAMYL- TRNA SYNTHETASE ( GLUTAMATE — TRNA LIGASE) (GLURS) 

>gi_1076718_pir S51684 glutamate— tRNA ligase (EC 

6.1.1.17) precursor - barley >gi_603849_emb_CAA58505_ 
(X83523) glutamate — tRNA ligase [Hordeum vulgare] 

306551 

uC-zmflb73120d04bl 

BLASTX 

g4262167 

500 

1.0e-50 

157 

61 



43483 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

-NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



(AC005275) putative LRR receptor-linked protein kinase 
[Arabidopsis thaliana] 



306552 

uC-zmflb73120e08bl 

BLASTX 

g3421378 

197 

2.0e-29 

120 

56 

(AF080249) kinesin-like heavy chain 



[Arabidopsis thaliana] 



306553 

uC-zmflb73120fl2bl 

BLASTX 

g3860250 

150 

4.0e-16 

56 

82 

(AC005824) putative chloroplast prephenate dehydratase - 
[Arabidopsis thaliana] 

306554 

uC-zmflb731215cl0al 

BLASTX 

g4056615 

165 

1.0e-ll 

65 

48 

(AF067401) Sell protein [Oryza sativa] 
306555 

uC-zmflb731215e06al 

BLASTX 

g4539386 

241 

2.0e-20 

111 

50 

(AL035526) extensin-like protein [Arabidopsis thaliana] 
306556 

uC-zmflb731215gl2al 

BLASTN 

g3132824 

63 

6.0e-27 

109 

90 

Zea mays putative cytosine-5 DNA methyltransf erase { ZMET1 ) 
gene, complete cds 

306557 

uC-zmflb73121a03b2 



43484 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

gl465735 

316 

9.0e-30 

66 

83 

(U44133) violaxanthin de-epoxidase precursor [Arabidopsis 
thaliana] >gi_3063441 (AC003981) F22013.3 [Arabidopsis 
thaliana] 



306558 

uC-zmflb73121al2al 

BLASTN 

g2232016 

189 

1.0e-102 

330 
92 

Zea mays viviparous-14 



(vpl4) mRNA, complete cds 



306559 

uC-zmflb73121g06al 

BLASTX 

g2224915 

194 

2.0e-15 

70 
53 

(U95968) beta-expansin [Oryza sativa] 
306560 

uC-zmflb73122a03al 

BLASTN 

gl8035 

48 

2.0e-18 

96 
88 

Z.mays chloroplast rbcL gene for ribulose bisphosphate 
carboxylase 



306561 

uC-zmflb73122al0b2 

BLASTX 

g2326229 

284 

2.0e-25 

78 

76 

(AF012888) tousled-like kinase 1 



[Zea mays] 



306562 

uC-zmflb73122bl2b2 

BLASTX 

g2094888 

163 

3.0e-ll 



43485 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 
43 

Cucumber Basic Protein, A Blue Copper Protein 
306563 

uC-zmflb73122f07b2 

BLASTN 

g3851527 

53 

5.0e-21 

93 

89 

Hordeum vulgare cultivar Bomi starch branching enzyme lib 
(sbellb) gene, nuclear gene encoding plastid protein, 
partial cds 



Seq. No. 


306564 


Seq. ID 


uC-zmflb731230c05al 


Method 


BLASTX 


NCBI GI 


g3668088 


BLAST score 


231 


E value 


3.0e-19 


Match length 


76 


% identity 


53 


NCBI Description 


(AC004667) G9a-like 


Seq. No. 


306565 


Seq. ID 


uC-zmflb731234hl0al 


Method 


BLASTX 


NCBI GI 


g2982318 


BLAST score 


170 


E value 


4.0e-12 


Match length 


45 


% identity 


84 


NCBI Description 


(AF051244) probable 




mariana] 


Seq. No. 


306566 


Seq. ID 


uC-zmflb73124a03bl 


Method 


BLASTN 


NCBI GI 


g998429 


BLAST score 


76 


E value 


1.0e-34 


Match length 


122 


% identity 


98 



60S ribosomal protein L15 [Picea 



NCBI Description 



GRFl=general regulatory factor [Zea mays, 
5348 nt] 



XL80, Genomic, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306567 

uC-zmflb73124b09bl 

BLASTX 

g3927830 

219 

2.0e-18 

93 
63 

(AC005727) hypothetical protein [Arabidopsis thaliana] 



43486 



o 



Seq. No. 


306568 


Seq. ID 


uC-zmf Ib73124c02al 


Method 


BLASTN 


NCBI GI 


g313135 


BLAST score 


187 


E value 


1. 0e-101 


Match length 


288 


% identity 


99 


NCBI Description 


Z.mays mRNA for porin 


Seq. No. 


306569 


Seq. ID 


uC-ziaflb73124dllal 


Method 


BLASTX 


NCBI GI 


gl865677 1 


BLAST score 


571 


E value 


5.0e-59 


Match length 


123 


% identity 


86 


NCBI Description 


(Y08568) trehalose-6-] 




thaliana] 


Seq. No. 


306570 


Seq. ID 


uC-zmflb73124e02al 


Method 


BLASTX 


NCBI GI 


gl931645 


BLAST score 


145 


E value 


3.0e-09 


Match length 


47 


% identity 


64 


NCBI Description 


(U95973) Fe(II) trans] 


Seq. No. 


306571 


Seq. ID 


uC-zmflb73124h07al 


Method 


BLASTX 


NCBI GI 


g461498 


BLAST score 


152 


E value 


8.0e-10 


Match length 


37 


% identity 


78 



[Arabidopsis 



[Arabidopsis thaliana] 



NCBI Description 



ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC — PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC —ALANINE TRANSAMINASE 2) 

(ALAAT-2) >gi_320619_pir S28429 alanine transaminase (EC 

2.6.1.2) - proso millet >gi_296204_emb__CAA49199_ (X69421) 
alanine aminotransferase [Panicum miliaceum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306572 

uC-zmflb73125a01b2 

BLASTX 

g3063455 

399 

8.0e-39 

101 
68 

(AC003981) F22013.17 



[Arabidopsis thaliana] 



Seq. No. 



306573 



43487 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73125a08b2 

BLASTX 

g2829889 

198 

2.0e-15 

59 

71 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
306574 

uC-zmflb73125allb2 

BLASTX 

g2792220 

204 

6.0e-16 

126 

40 

(AF032688) NBS-LRR type resistance protein [Oryza sativa] 
306575 

uC-zmflb73125d03al 

BLASTX 

gl353193 

173 

4.0e-13 

64 

64 

O-METHYLTRANS FERASE ZRP4 (OMT) >gi_54218 6_pir JQ2268 

O-methyltransf erase (EC 2.1.1.-) - maize >gi_40407G 
(L14063) O-methyltransf erase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306576 

uC-zmflb73125d03b2 

BLASTX 

gl353193 

223 

1.0e-18 

57 
77 

O-METHYLTRANS FERASE ZRP4 (OMT) >gi_542186_pir JQ2268 

O-methyltransferase (EC 2.1.1.-) - maize >gi_404070 
(L14063) O-methyltransferase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



306577 

uC-zmflb73125hl2al 

BLASTX 

g4455177 

203 

2.0e-16 

77 

66 

(AL035521) putative protein [Arabidopsis thaliana] 
306578 

uC- zmf lb 73126a07bl 

BLASTX 

g2662343 



43488 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



304 

5.0e-28 

69 

87 

(D63581) EF-1 alpha [Oryza sativa] 



306579 

uC-zmflb73126b02bl 

BLASTX 

gll01025 

162 

1.0e-ll 

51 
65 

(U37794) alpha-tubulin 



[Eucalyptus globulus] 



306580 

uC-zmflb73126c02bl 

BLASTX 

g2160178 

158 

2.0e-10 

81 
40 

(AC000132) No definition line found [Arabidopsis thaliana] 
306581 

uC-zmflb73126c07bl 

BLASTX 

g417154 

577 

1.0e-59 

117 
95 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 
>gi_20256__emb_CAA77978_ (Z11920) heat shock protein 82 
(HSP82) [Oryza sativa] 

306582 

uC-zmflb73126f05al 

BLASTX 

gl711615 

296 

1.0e-26 

95 

65 

HIGH AFFINITY SULPHATE TRANSPORTER 1 

>gi_1085847_pir S51763 high affinity sulphate transporter 

- Stylosanthes hamata >gi_607184_emb_CAA57710_ (X82255) 
high affinity sulphate transporter [Stylosanthes hamata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



306583 

uC- zmf lb7 3 1 2 6hl Obi 

BLASTX 

gl35398 

163 



43489 



o 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-ll 

45 
71 

TUBULIN ALPHA- 1 CHAIN >gi_827 31_pir S15773 tubulin alpha-1 

chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 

306584 

uC-zmflb73127bl2b2 

BLASTX 

g4455192 

234 

2.0e-19 

75 

56 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306585 

uC-zmflb73127c01b2 

BLASTX 

g3548804 

368 

4.0e-35 

116 

57 

(AC005313) unknown protein [Arabidopsis thaliana] 
306586 

uC-zmflb73127ellb2 

BLASTX 

g2459529 

416 

1.0e-40 

123 

63 

(U65642) acyl-ACP thioesterase [Myristica fragrans] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306587 

uC-zmflb73128al0bl 

BLASTX 

g3912917 

163 

2.0e-ll 

36 
89 

(AF001308) putative NAK-like ser/thr protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306588 

uC-zmflb73128e04bl 

BLASTX 

g3913653 

446 

4.0e-44 

86 

95 

FERREDOXIN — NADP REDUCTASE, 



EMBRYO ISOZYME PRECURSOR (FNR) 



43490 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1778686_dbj_BAA13417__ (D87547) precursor 
ferredoxin-NADP+ oxidoreductase [Oryza sativa] 

306589 

uC-zmflb73128e08bl 

BLASTX 

gl!6374 

250 

2.0e-21 

87 

60 

CHALCONE SYNTHASE WHP1 (NARINGENIN-CHALCONE SYNTHASE WHP1) 

(WHITE POLLEN) >gi_66555_pir SYZMW1 naringenin-chalcone 

synthase (EC 2.3.1.74) whpl - maize >gi_22512_emb_CAA42763_ 
(X60204) chalcone synthase [Zea mays] 

306590 

uC-zmflb73128g09bl 

BLASTX 

g!931652 

207 

1.0e-16 

57 

70 

(U95973) phosphatidylinositol-4-phosphate 5-kinase isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306591 

uC-zmflb73129al0bl 

BLASTN 

gl864000 

67 

2.0e-29 

111 

93 

Maize DNA for Fd III, 



complete cds 



306592 

uC-zmflb73129c05bl 

BLASTX 

g3219164 

138 

7.0e-09 

33 
76 

(AB006210) glutamine amidotransf erase/cyclase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306593 

uC-zmflb73129f03bl 

BLASTN 

gl68419 

82 

4.0e-38 

190 

87 

Maize (Z.mays) aldolase mRNA, 



complete cds 



43491 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306594 

uC-zmflb73129f06bl 

BLASTX 

g4371296 

349 

4.0e-33 

111 

63 

(AC006260) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



306595 

uC-zmflb73130f03al 

BLASTN 

g4160401 

46 

9.0e-17 

98 

87 

Zea mays eIF-5 gene, exons 1-2 
306596 

uC-zmflb73130g03b2 

BLASTX 

g4309698 

307 

4.0e-28 

117 

59 

(AC006266) putative glucosyltransferase [Arabidopsis 
thaliana] 

306597 

uC-zmflb73130gllb2 

BLASTX 

g2829881 

160 

8.0e-ll 

116 

37 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
306598 

uC-zmflb73131c04b2 

BLASTN 

g596077 

71 

9.0e-32 

83 

96 

Zea mays thiamine biosynthetic enzyme (thil-1) mRNA, 
complete cds 

306599 

uC-zmflb73131c09al 
BLASTX 



43492 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.'" 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g951427 
282 

3.0e-25 

111 

49 

(M59857) stearoyl-acyl-carrier protein desaturase [Ricinus 
communis] 

306600 ' " ~ 

uC-zmflb73131cl0b2 

BLASTX 

g4567305 

251 

1.0e-38 

149 

52 

(AC005956) hypothetical protein [Arabidopsis thaliana] 
306601 

uC-zmflb73131e01b2 

BLASTX 

g4455338 

257 

5.0e-22 

89 

55 

(AL035525) putative protein [Arabidopsis thaliana] 



306602 

uC-zmflb73131f01b2 

BLASTX 

g3183368 

321 

9.0e-30 

85 

69 

HYPOTHETICAL 64.0 KD PROTEIN C20G4, 
>gi_2330761_emb_CAB11255_ (Z98600) 
[Schizosaccharomyces pombe] 



05C IN CHROMOSOME I 
hypothetical protein 



306603 

uC-zmflb73131fl0al 

BLASTN 

g20558 

36 

8.0e-ll 

56 

91 

Petunia mRNA for heat shock protein hsp70 
306604 

uC-zmflb73131g05b2 

BLASTX 

g2505874 

175 

8.0e-13 
98 



43493 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42 

(Y12776) putative kinase [Arabidopsis thaliana] 
306605 

uC-zmflb73131h04b2 

BLASTX 

gl621483 

168 

2.0e-12 

57 
60 

(D85871) reverse transcriptase [Oryza sativa] 
306606 

uC-zmflb73131h08al 

BLASTN 

g623203 

90 

3.0e-43 

90 

100 

Zea mays (clone pCIB808) encoding maize nitrite reductase 
(NiR) cDNA to mRNA, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



306607 

uC- zmf lb7 3 1 3 lhO 9b 2 

BLASTX 

g4455208 

271 

2.0e-33 

120 

55 

(AL035440) putative protein [Arabidopsis thaliana] 
306608 

uC-zmflb73132a03bl 

BLASTX 

gl667389 

215 

1.0e-17 

66 

61 

(Y09238) 3-hydroxy-3-methylglutaryl coenzyme A reductase 
[Zea mays] 

306609 

uC-zmflb73132a08bl 

BLASTX 

g4204283 

244 

3.0e-21 

67 

67 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
306610 

uC-zmflb73132bl0bl 



43494 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g416146 

83 

4.0e-39 

115 
94 

Zea mays beta-6 tubulin 



(tub6) gene and mRNA, complete cds 



306611 

uC-zmflb73132c03bl 

BLASTX 

g2282584 

168 

3.0e-12 

34 

97 

(U76259) elongation factor 1-alpha 



[Zea mays] 



306612 

uC-zmflb73132d04bl 

BLASTX 

gl35398 

273 

2.0e-24 

51 

96 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S15773 tubulin alpha-1 

chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 

306613 

uC-zmflb73132g01bl 

BLASTX 

g466160 

183 

2.0e-13 

52 - 
69 

HYPOTHETICAL 9.8 KD PROTEIN ZK652.3 IN CHROMOSOME III 

>gi_630771_pir S44903 ZK652.3 protein - Caenorhabditis 

elegans >gi_289769 (L14429) putative [Caenorhabditis 
elegans] 

306614 

uC-zmflb73132g03bl 

BLASTX 

gl418331 

334 

4.0e-31 

150 

49 

(X95909) receptor like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



306615 

uC-zmflb73132h03bl 
BLASTX 



43495 



NCBI GI 


g3297819 


BLAST score 


249 


E value 


7.0e-22 


Match length 


64 


% identity 


77 


NCBI Description 


(AL031032) protein kinase-like protein [Arabidopsis 




thaliana] 


Seq. No. 


306616 


Seq. ID 


uC-zmflb73134a03bl 


Method 


BLASTX 


NCBI GI 


g4510368 


BLAST score 


364 


E value 


1.0e-34 


Match length 


109 


% identity 


65 


NCBI Description 


(AC007017) putative transcription factor E2F5 [Arabidop, 




thaliana] 


Seq. No. 


306617 


Seq. ID 


uC~zmflb73134a06bl 


Method 


BLASTX / * 


NCBI GI 


a2809249 


BLAST score 


201 


E value 


3.0e-17 


Match length 


84 


% identity 


46 


NCBI Description 


(AC002560) F21B7.18 [Arabidopsis thaliana] 


Seq. No. 


306618 


Seq. ID 


uC-zmflb73134el2bl 


Method 


BLASTX 


NCBI GI 


a3402722 


BLAST score 


242 


E value 


9.0e-21 


Match length 


79 


% identity 


58 


NCBI Description 


(AC004261) CPDK-related protein [Arabidopsis thaliana] 


Seq. No. 


306619 


Seq. ID 


uC-zmflb73134g01bl 


Method 


BLASTX 


NCBI GI 


gl657621 


BLAST score 


352 


E value 


3.0e-33 


Match length 


92 


% identity 


72 


NCBI Description 


(U72505) G6p [Arabidopsis thaliana] >gi__3068711 (AF0492; 




putative acyl-coA dehydrogenase [Arabidopsis thaliana] 


Seq. No. 


306620 


Seq. ID 


uC-zmflb73134g04a2 


Method 


BLASTX 


NCBI GI 


gll72994 


BLAST score 


210 


E value 


3.0e-17 


Match length 


53 



43496 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

.E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



83 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L22 

>gi_1363592_pir S58591 ribosomal protein L22 - maize 

chloroplast >gi_902261_emb_CAA60325_ (X8 6563) ribosomal 
protein L22 [Zea mays] 



306621 

uC-zmflb73134h03bl 

BLASTX 

g3087888 

240 

2.0e-20 

98 

49 

(X94302) hexokinase 



[Solanum tuberosum] 



306622 

uC-zmflb73135c06b2 

BLASTX 

g399940 

553 

7.0e-57 

127 
83 

MITOCHONDRIAL HEAT SHOCK 70 KD PROTEIN PRECURSOR 

>gi__100004_pir S25005 heat shock protein, 70K - kidney 

bean >gi_22636_emb_CAA47345_ (X66874) 70 kDa heat shock 
protein [Phaseolus vulgaris] 



306623 

uC-zmflb73135dllb2 

BLASTX 

gl262906 

258 

1.0e-22 

80 

70 

(U51569) chalcone synthase 



[Sorghum bicolor] 



306624 

uC-zmflb73135e02b2 

BLASTN 

g312180 

34 

2.0e-09 

66 

88 

Z.mays GapC4 gene 
306625 

uC-zmflb73135gl2b2 

BLASTX 

g4559384 

246 

7.0e-21 

61 

70 



43497 



4) 



NC3I Description (AC006526) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306626 

uC- zmflb7 3 1 3 6a 0 5bl 

BLASTX 

g3928088 

197 

8.0e-19 

87 
56 

(AC005770) putative peroxidase 



[Arabidopsis thaliana] 



306627 

uC-zmflb73136a07bl 

BLASTX 

g4160292 

212 

7.0e-17 

41 

83 

(Y18209) alpha-N-acetylglucosaminidase [Nicotiana tabacum] 
306628 

uC-zmflb73136b06al 

BLASTN 

g3004949 

169 

3.0e-90 

214 

95 

Zea mays tonoplast intrinsic protein (ZmTIPl) mRNA, 
complete cds 

306629 

uC-zmflb73136d05bl 

BLASTX 

g2462763 

210 

5.0e-25 

136 

60 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

306630 

uC-zmflb73136dl2al 

BLASTX 

g!172861 

146 

8.0e-10 

50 

58 

RIBULOSE BISPHOSPHATE CARBOXYLASE LARGE CHAIN PRECURSOR 

(RUBISCO LARGE SUBUNIT) >gi JL363613_pir S58560 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) large chain 
- maize chloroplast >gi_18036_emb_CAA78027_ (Z11973) 
Ribulose bisphosphate carboxylase [Zea mays] 



43498 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



>gi_902230_emb_CAA60294_ (X86563) rubisco large subunit 
[Zea mays] 



306631 

uC-zmflb7313 6e04bl 

BLASTX 

g2809251 

152 

7.0e-10 

54 
52 

(AC002560) F21B7.20 



[Arabidopsis thaliana] 



306632 

uC-zmflb73136h01bl 

BLASTN 

g3132309 

73 

2.0e-33 

77 

99 

Zea mays mRNA f or . phosphoenolpyruvate carboxylase, 
cds 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306633 

uC-zmflb73136h02bl 

BLASTX 

g4220482 

145 

3.0e-09 

56 

50 

(AC006069) hypothetical protein [Arabidopsis thaliana] 
306634 

uC-zmflb73136h03bl 

BLASTN 

g551482 

240 

1.0e-132 

458 

94 

Zea mays ABA- and ripening-inducible-like protein mRNA, 
complete cds 

306635 

uC-zmflb73136hllbl 

BLASTX 

g3859548 

596 

8.0e-62 

122 

91 

(AF097182) protein phosphatase 2A catalytic subunit [Oryza 
sativa] 



Seq. No. 



306636 



43499 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73137a03bl 

BLASTX 

g4115538 

239 

6.0e-20 

174 

34 

(AB012116) UDP-glycose:flavonoid glycosyltransf erase [Vigna 
mungo] 

306637 

uC-zmflb73137a09al 

BLASTN 

g!841501 

49 

1.0e-18 

262 

82 

Z.mays mRNA for glutathione-dependent formaldehyde 
dehydr ogenas e 



Seq. No. 


306638 


Seq. ID 


uC-zm'flb73137c04bl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1.0e-10 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA 


Seq. No. 


306639 


Seq. ID 


uC-zmflb73137g06bl 


Method 


BLASTX 


NCBI GI 


g3122071 


BLAST score 


153 


E value 


2.0e-22 


Match length 


80 


% identity 


70 


NCBI Description 


ELONGATION FACTOR 1- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



>gi_2130148_pir S66339 translation elongation factor eEF-1 

alpha chain - maize >gi_1321656_dbj_BAA0824 9_ (D45408) 
alpha subunit of tlanslation elongation factor 1 [Zea mays] 

306640 

uC-zmflb73137gl2al 

BLASTX 

g3482916 

237 

6.0e-20 

78 

9 

(AC003970) Hypothetical protein [Arabidopsis thaliana] 
306641 

uC-zmflb73137h03bl 
BLASTX 



43500 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3395938 
200 

2.0e-15 

50 

80 

(AF076924) polypyrimidine tract-binding protein homolog 
[Arabidopsis thaliana] 



306642 

uC-zmflb73138b03al 

BLASTX 

g2982243 

165 

2.0e-ll 

44 

66 

(AF051204) hypothetical protein 



[Picea mariana] 



306643 

uC-zmflb73138hl0al 

BLASTN 

g498772 

71 

7.0e-32 

221 
84 

Z.mays (cv DH5xDH7) hsp70-4 mRNA for heat shock protein 
306644 

uC-zmflb73138hllal 

BLASTN 

g498772 

79 

1.0e-36 

158 

88 

Z.mays (cv DH5xDH7) hsp70-4 mRNA for heat shock protein 
306645 

uC-zmflb73139a01bl 

BLASTX 

al35398 

344 

1.0e-32 

75 

88 

TUBULIN ALPHA-1 CHAIN >gi_82731_pir S15773 tubulin alpha-1 

chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 

306646 

uC-zmflb73139a02bl 

BLASTX 

g3152609 

357 

6.0e-34 
136 



43501 



o 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 

(AC004482) putative Su{var)3-9 protein [Arabidopsis 
thaliana] 

306647 

uC-zmflb73139a08fol 

BLASTX 

g2984709 

333 

3.0e-31 

71 

90 

(AF0534 68) DnaJ-related protein ZMDJ1 [Zea mays] 



306648 

uC- zmf lb7 3 1 3 9b0 6b 1 

BLASTN 

g2773153 

76 

1.0e-34 

96 - 
95 

Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 



and stress-inducible protein 



306649 

uC-zmflb73139c05bl 

BLASTX 

g478753 

197 

8.0e-16 

44 

84 

tubulin alpha-4 chain - maize (fragment) 
306650 

uC- zmf lb7 3 1 3 9c0 9b 1 

BLASTX 

g397396 

189 

2.0e-14 

53 
70 

(X66077) DNA-binding protein [Zea mays] 
306651 

uC-zmflb73139f08bl 

BLASTX 

g4079800 

189 

7.0e-15 

45 

80 

(AF052503) 
sativa] 



S-phase-specif ic ribosomal protein [Oryza 



Seq. No, 



306652 



43502 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



uC-zmflb73139g_03bl 

BLASTX 

g2499946 

376 

3,0e-36 

116 

68 

URIDINE 5 1 -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 1 -PHOSPHATE 
DECARBOXYLASE >gi_747980 (U22260) UMP synthase [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306653 

uC-zmflb73139gl0bl 

BLASTX 

gl890575 

149 

1.0e-09 

72 

42 

(X93174) xyloglucan endotransglycosylase (XET) [Hordeum 
vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306654 

uC-zmflb73139h03bl 

BLASTX 

g3193306 

163 

7.0e-24 

115 

57 

(AFO 69300) contains similarity to Arabidopsis 
membrane-associated salt-inducible-like protein 
(GB:AL021637) [Arabidopsis thaliana] 

306655 

uC-zmflb73139hl2bl 

BLASTX 

g2739168 

333 

5.0e-31 

113 

55 

(AF032386) aldose-l-epimerase-like protein [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306656 

uC-zmflb73140b06bl 

BLASTX 

g4204232 

151 

1.0e-09 

64 

53 

(AF035378) MADS-box protein 1 [Lolium temulentum] 



Seq. No. 



306657 



43503 



o • 



Seq. ID uC-zmflb73140e02bl 

Method BLASTX 

NCBI GI g3695059 

BLAST score 379 

E value 2.0e-61 

Match length 164 

% identity 72 

NCBI Description (AF064787) rac GTPase activating protein 1 [Lotus 
japonicus] 

Seq. No. 306658 

Seq. ID uC-zmflb73141b04bl 

Method BLASTX 

NCBI GI g3717946 

BLAST score 194 

E value 6.0e-15 

Match length 77 

% identity 55 

NCBI Description (AJ005901) vagi [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



306659 

uC-zmflb73142a01bl 

BLASTX 

gll69528 

257 

2.0e-28 

113 

68 

ENOLASE 2 (2-PHOSPHOGLYCERATE DEHYDRATASE 2) 
(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE 2) >gi_602253 
enolase [Zea mays] 



(U17973) 



306660 

uC-zmflb73142c03bl 

BLASTX 

gl778093 

156 

3.0e-10 

75 

43 

(U64902) putative sugar transporter; member of major 
facilitative super family; integral membrane protein [Beta 
vulgaris] 

306661 

uC-zmflb73142c04bl 

BLASTX 

g4586586 

325 

4.0e-30 

123 

59 

(AB024997) bZIP DNA binding protein [Cicer arietinum] 
306662 

uC-zmflb73142f06bl 
BLASTX 



43504 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



g2511531 
142 

5.0e-09 

50 

60 

(AF008120) alpha tubulin 
>gi_3 16394 4_emb_CAA0 6 6 1 8_ 
[Eleusine indica] 



1 [Eleusine indica] 
(AJ005598) alpha-tubulin 1 



306663 

uC-zmflb73142fl0bl 

BLASTX 

g2627181 

654 

5.0e-72 

171 

73 

(D89619) cycloartenol synthase 



[Pisum sativum] 



306664 

uC-zmflb73142g05bl 

BLASTX 

g4512659 

224 

3.0e-18 

156 
38 

(AC006931) putative protein kinase 
>gi_4544465_gb_AAD22372.1 AC006580 



[Arabidopsis thaliana] 
4 (AC006580) putative 



protein kinase [Arabidopsis thaliana] 
306665 

uC- zmf lb7 3 1 4 2 gO 6b 1 

BLASTX 

g3283996 

229 

8.0e-19 

158 

32 

(AF072908) calcium-dependent protein kinase [Nicotiana 
tabacum] 

306666 

uC-zmflb73142g07bl 

ELASTN 

g433043 

33 

3.0e~09 

45 

93 

Zea mays 
sequence 



W-22 clone PREM-1E retroelement PREM-1, partial 



306667 

uC-zmflb73143a09bl 

BLASTX 

gl30186 



43505 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



326 

4.0e-30 

167 

37 

PHYTOCHROME A >gi_82715j?ir_ 



_JQ0382 phytochrome A - maize 



306668 

uC-zmflb73143b07bl 

BLASTX 

g2306981 

524 

2.0e-53 

130 

75 

(AF010321) photosystem I antenna protein [Oryza sativa] 
306669 

uC-zmflb73143bllbl 

BLASTX 

g4099919 

229 

5.0e-22 

79 

67 

(U91981) pollen allergen homolog [Triticum aestivum] 
306670 

uC-zmflb73143c03bl 

BLASTX 

gl35411 

206 

1.0e-16 

51 
69 

TUBULIN ALPHA- 2 CHAIN >gi_82732_pir S15772 tubulin alpha™2 

chain - maize >gi_22148_eirtb_CAA33733__ <X15704) . 
alpha2-tubulin [Zea mays] 

306671 

uC-zmflb73143c05bl 

BLASTX 

gl619602 

274 

4.0e-24 

74 

72 

(Y08726) MtN3 [Medicago truncatula] 
306672 

uC-zmflb73143e02bl 

BLASTX 

gl262382 

553 

7.0e-57 

111 

85 

(X96749) myb7 [Oryza sativa] 



43506 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306673 

uC-zmflb73143f01bl 

BLASTX 

g4538968 

202 

9.0e-16 

78 
53 

(AL049488) putative protein kinase [Arabidopsis thaliana] 
306674 

uC-zmflb73143f02bl 

BLASTX 

gl35097 

143 

4.0e-12 

53 

74 

CYSTE INYL-TRNA SYNTHETASE (CYSTEINE — TRNA LIGASE) (CYSRS) 

>gi_68549__pir YYEC cysteine— tRNA ligase (EC 6.1.1.16) - 

Escherichia coli >gi_41206_emb_CAA41983__ (X59293) 
cysteinyl-tRNA synthetase [Escherichia coli] >gi_145692 
(M59381) transfer RNA-Cys synthetase [Escherichia coli] 
>gi_1773207 (U82664) cysteinyl-tRNA synthetase [Escherichia 
coli] >gi_1786737 (AE000158) cysteine tRNA synthetase 

[Escherichia coli] >gi_227964_prf 1714234A Cys-tRNA 

synthetase [Escherichia coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306675 

uC-zmflb73143fllbl 

BLASTX 

g2511531 

225 

2.0e-18 

90 

57 

(AF008120) alpha tubulin 
>gi_3 16394 4_emb_CAA0 6 6 1 8_ 
[Eleusine indica] 



1 [Eleusine indica] 
(AJ005598) alpha-tubulin 1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



306676 

uC-zmflb73144b04bl 

BLASTN 

g22354 

80 

6.0e-37 

176 

87 

Zea mays L. mRNA for light-harvesting chlorophyll a/b 
binding protein 

306677 

uC-zmflb73144b09bl 

BLASTX 

g2500107 

152 



43507 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No-. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-10 

40 

80 

DNA REPAIR PROTEIN RAD51 HOMOLOG >gi_1143810 (U22441) 
LeRAD51 [Solanum lycopersicum] 



306678 

uC-zmflb73144c03bl 

BLASTX 

g2369714 

148 

2.0e-09 

114 

36 

(Z 97 17 8) elongation factor 2 



[Beta vulgaris] 



306679 

uC-zmflb73144cl2bl 

BLASTX 

g2058280 

203 

2.0e-16 

53 
75 

(X97381) atran3 [Arabidopsis thaliana] 



306680 

uC-zmflb73144g02bl 

BLASTN 

gl698669 

64 

2.0e-27 

128 

88 

Zea mays S-like RNase (kinl) 



mRNA, complete cds 



306681 

uC-zmflb73145a03bl 

BLASTX 

g2618860 

158 

2.0e-10 

148 

28 

(AF017113) HPr(Ser-P) phosphatase [Bacillus subtilis] 
>gi_2636010_emb_CAB15502_ (Z99121) similar to 
phosphoglycolate phosphatase [Bacillus subtilis] 

306682 

uC-zmflb73145a06bl 

BLASTX 

gl770060 

408 

1.0e-39 

156 

53 

(Z75208) hypothetical protein [Bacillus subtilis] 



43508 



>gi_2635301_emb_CAB14796_ (Z99118) similar to hypothetical 
proteins [Bacillus subtil is] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306683 

uC-zmflb7314 5a08bl 

BLASTX 

gl805445 

330 

2.0e-30 

175 

38 

(D50453) homologue of alkaline phosphatase synthesis 
transcriptional regulatory protein PhoP of B. subtilis 
[Bacillus subtilis] >gi_263267 6_emb_CAB12183_ (Z99106) 
similar to two-component response regulator [YclK] 
[Bacillus subtilis] 

306684 

uC-zmflb73145b05bl 

BLASTX 

g728800 

370 

2.0e-35 

149 

50 

ACE TO IN UTILIZATION ACUB PROTEIN >gi_48184 6_pir S39644 

acuB protein - Bacillus subtilis >gi_348051 (L17309) 
acetoin utilization protein [Bacillus subtilis] >gi_2293317 
(AF008220) acetoin catabolism protein AcuB [Bacillus 
subtilis] >gi_2635454_emb_CAB14 948_ (Z99119) acetoin 
dehydrogenase [Bacillus subtilis] 

306685 

uC-zmflb73145b08bl 

BLASTX 

g2293150 

338 

1.0e-31 

101 

58 

(AF008220) YtfD [Bacillus subtilis] 

>gi_2635562_emb_CAB15056__ (Z99119) similar to N-acylamino 
acid racemase [Bacillus subtilis] 

306686 

uC-zmflb73145b09bl 

BLASTX 

g2635806 

238 

9.0e-20 

168 

34 

(Z99120) similar to two-component sensor histidine kinase 
[YvqC] [Bacillus subtilis] >gi_2832820_emb_CAA11744_ 
(AJ223978) YvqE protein [Bacillus subtilis] 



Seq. No. 



306687 



43509 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73145bl2bl 

BLASTX 

g2181975 

179 

7.0e-13 

119 

35 

(Z96072) 



arsA [Mycobacterium tuberculosis] 



306688 

uC-zmflb73145c03bl 

BLASTX 

g2851477 

193 

2.0e-14 

65 
58 

ARGINYL-TRNA SYNTHETASE (ARGININE — TRNA LIGASE) (ARGRS) 
>gi_2224756_emb_CAB09703_ (Z97024) arginyl tRNA synthetase 
[Bacillus subtilis] >gi_2636270_emb_CAB15761_ (Z99123) 
arginyl-tRNA synthetase [Bacillus subtilis] 

306689 

uC-zmflb73145c05bl 

BLASTX 

g3257835 

387 

3.0e-37 

168 

47 

(AP000006) 329aa long hypothetical dipeptide transport 
ATP-binding protein dppD [Pyrococcus horikoshii] 

306690 

uC-zmflb73145c07bl 

BLASTX 

g732341" 

317 

3.0e-34 

167 

48 

THIAMIN- PHOSPHATE PYROPHOSPHORYLASE (TMP PYROPHOSPHORYLASE) 

(TMP-PPASE) (THIAMIN-PHOSPHATE SYNTHASE) 

>gi_629033_pir S39681 hypothetical protein - Bacillus 

subtilis >gi_413950_emb_CAA51582_ (X73124) ipa-26d 

[Bacillus subtilis] >gi_2636364_emb_CAB15855_ (Z99123) 
thiamine-phosphate pyrophosphorylase [Bacillus subtilis] 

306691 

uC-zmflb73145d02bl 

BLASTN 

gl770523 

36 

6.0e-ll 

40 

97 

H. sapiens U32 small nucleolar RNA gene 



43510 



Seq. No. 

Seq. .ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



306692 

uC-zmflb73145d04bl 

BLASTN 

gl43513 

79 

3.0e-36 

251 

89 

B. cereus 
protein, 



SASP-2 gene encoding a small acid-soluble spore 
complete cds 



306693 

uC-zmflb73145d07bl 

BLASTX 

g728799 

363 

2.0e-34 

85 

73 

ACETOIN UTILIZATION ACUA PROTEIN >gi_481847_pir S39645 

acuA protein - Bacillus subtilis >gi_348052 (L17309) 
acetoin utilization protein [Bacillus subtilis] >gi_2293318 
(AF008220) acetoin catabolism protein AcuA [Bacillus 
subtilis] >gi_2635453_emb_CAB14 947_ (Z99119) acetoin 
dehydrogenase [Bacillus subtilis] 

306694 

uC-zmflb73145e03bl 

BLASTX 

g3123297 

718 

5.0e-76 

177 

76 

EXCINUCLEASE ABC SUBUNIT B (DINA PROTEIN) >gi_2618841 
(AF017113) excinuclease ABC subunit B [Bacillus subtilis] 

>gi_2636043__emb_CAB15534.1_ (Z99122) excinuclease ABC 
(subunit B) [Bacillus subtilis] 

306695 

uC-zmflb73145e05bl 

BLASTX 

g2634032 

753 

4.0e-80 

172 

84 

(Z99112) nusA [Bacillus subtilis] 
306696 

uC-zmflb73145e07bl 

BLASTX 

gl075694 

248 

4.0e-21 
139 



43511 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 

pheromone cADl binding protein precursor - Enterococcus 
faecalis plasmid pADl >gi_388269 (L19532) traC [Plasmid 
pADl] 

306697 

uC-zmflb73145e08bl 

BLASTX 

gI31638 

376 

3.0e-36 

94 

87 

PHOSPHORIBOSYLAMINOIMIDAZOLECARBOXAMIDE FORMYLTRANSFERASE 
(AICAR TRANS FORMYLASE) / IMP CYCLOHYDROLASE (INOSINICASE) 
(IMP SYNTHETASE) (ATIC) >gi_66485_pir DTBSPH purH 

bifunctional enzyme - Bacillus subtilis >gi_143373 (J02732) 

phosphoribosyl aminoimidazole carboxy formyl 

f ormyltransf erase/inosine monophosphate cyclohydrolase 
(PUR-H(J)) [Bacillus subtilis] >gi__2632966_emb_CAB12472_ 
(Z99107) phosphoribosylaminoimidazole carboxy forrayl 

f ormyltransf erase [Bacillus subtilis] 

306698 

uC-zmflb73145e09bl 

BLASTN 

g4584087 

163 

2.0e-86 

229 

93 

Bacillus cereus bc297a, alkD genes and partial glyS gene 
306699 

uC-zmflb73145el2bl 

BLASTX 

g2632436 

154 

6.0e-10 

63 
43 

(Z99104) similar to hypothetical proteins [Bacillus 
subtilis] 

306700 

uC-zmflb73145f02bl 

BLASTX 

g3334227 

247 

5.0e-21 

126 

45 

4 -HYDROXYPHENYL PYRUVATE DIOXYGENASE (4HPPD) (HPD) 
>gi_555806 (U11864) 4-hydroxyphenylpyruvate acid 
dioxygenase [Streptomyces avermitilis] 



Seq. No. 



306701 



43512 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73145f04bl 

BLASTX 

g586801 

346 

2.0e-32 

117 

61 

HYPOTHETICAL 18.8 KD PROTEIN IN ECSC-PBPF INTERGENIC REGION 

>gi_538931_pir B40614 hypothetical protein X (pbpF 5' 

region) - Bacillus subtilis >gi_304160 (L10630) product 
unknown [Bacillus subtilis] >gi_2226228_emb_CAA74516__ 

(Y14083) Hypothetical protein [Bacillus subtilis] 
>gi_2633346_emb_CAB12850_ (Z99109) alternate gene name: 
yixC; similar to hypothetical proteins from B. subtilis 

[Bacillus subtilis] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306702 

uC-zmflb73145fllbl 

BLASTX 

g2634164 

489 

4.0e-49 

204 
46 

(Z99113) yndJ [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306703 

uC-zmflb73145g01bl 

BLASTX 

g2633966 

197 

5.0e-15 

143 

31 

(Z99112) chromosome segregation SMC protein homolg 
[Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306704 

uC-zmflb73145g07bl 

BLASTX 

g!763712 

248 

6.0e-21 

103 
55 

(Z83337) member of 
subtilis] 



the SNF2 helicase family [Bacillus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306705 

uC-zmflb73145g09bl 

BLASTX 

g729328 

562 

1.0e-57 

129 

87 

GLUCOSE 1 - DEHYDROGENAS E >gi_98 132_pir 



A33528 glucose 



43513 




1 -dehydrogenase (EC 1.1.1.47) - Bacillus megaterium 
>gi_142975 (J04805) glucose dehydrogenase (EC 1.1.1.47) 
[Bacillus megaterium] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306706 

uC-zmflb73145gl2bl 

BLASTX 

g2459737 

158 

2.0e-10 

116 

35 

(U95375) oxidoreductase 



[Haloferax volcanii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306707 

uC-zmflb73145h01bl 

BLASTX 

gl881371 

180 

4.0e-13 

126 

35 

(AB001488) PROBABLE TRANSPORT PROTEIN, SIMILAR PRODUCT IN 
MYCOBACTERIUM LEPRAE. [Bacillus subtilis] 

>gi_2632865_emb_CAB12372_ (Z99106) similar to transporter 
[Bacillus subtilis] >gi_2632878_emb__CAB12384_ (Z99107) 
similar to transporter [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306708 

uC-zmflb73145h05bl 

BLASTX 

g2633552 

331 

1.0e-30 

93 

68 

(Z99110) alternate gene name: yidA; similar to 3-oxoacyl- 
acyl-carrier protein reductase [Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306709 

uC-zmflb73145h07bl 

BLASTX 

g2266421 

242 

1.0e-32 

121 

60 

(Y13917] 
(Z99113] 



yngK [Bacillus subtilis] >gi_2634211_emb_CAB13711_ 
alternate gene name: yotA; similar to hypothetical 



proteins [Bacillus subtilis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



306710 

uC-zmflb73145h08bl 

BLASTX 

gl31611 

628 

2.0e-65 



43514 



41 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



186 
66 

PHOSPHORIBOSYLAMINE— GLYCINE LI GAS E (GARS) (GLYCINAMIDE 
RI BONUCLEOT I DE S YNTHETASE ) ( PHOS PHORI BOS YLGL YC I NAMI DE 
SYNTHETASE) >gi_68 645_pir AJBSAG 

phosphoribosylamine — glycine ligase (EC 6.3.4.13) - 
Bacillus subtilis >gi_143374 (J02732) phosphoribosyl 
glycinamide synthetase (PUR-D; gtg start codon) [Bacillus 
subtilis] >gi_2465561 (AF011544 ) phosphoribosylglycinamide 
synthetase; GAR synthetase [Bacillus subtilis] 
>gi_2632967_emb_CAB12473_ (Z99107) 

phosphoribosylglycinamide synthetase [Bacillus subtilis] 
306711 

uC-zmflb7314 6alla2 

BLASTX 

gl223579 

211 

6.0e-17 

69 

55 

(X96481) cDNAlOl [Arabidopsis thaliana] 
306712 

uC-zmflb73146allbl 

BLASTX 

gl223579 

303 

5.0e-30 

130 

60 

(X96481) cDNAlOl [Arabidopsis thaliana] 
306713 

uC-zmflb73146b07bl 

BLASTX 

g3080391 

414 

2.0e-40 

97 

73 

(AL022603) putative protein [Arabidopsis thaliana] 
306714 

uC-zmflb73146bl0bl 

BLASTX 

g2894534 

420 

6.0e-49 

160 

66 

(AJ224327) aquaporin [Oryza sativa] 
306715 

uC-zmflb73146bllbl 

BLASTX 

g3319344 



43515 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



164 

2.0e-ll 

140 

40 

(AF077407) contains similarity to UDP-glucoronosyl and 
UDP-glucosyl transferases (Pfam: UDPGT.hmin, score: 85. 94) 
[Arabidopsis thaliana] 

306716 

uC-zmflb7314 6f06bl 

BLASTX 

g4006827 

176 

2.0e-13 

62 

58 

(AC005970) subtilisin-like protease [Arabidopsis thaliana] 
306717 

uC-zmflb7314 6h04a2 

BLASTX 

g3738302 

230 

5.0e-19 

73 
67 

(AC005309) tubby-like protein ^[Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 

306718 

uC-zmflb73146h09a2 

BLASTX 

g2911040 

201 

3.0e-16 

53 

68 

(AL021961) receptor protein kinase - like protein 
[Arabidopsis thaliana] 

306719 

uC-zmflb73147a09bl 

BLASTX 

g4263777 

412 

3.0e-40 

162 

50 

(AC006068) putative serine carboxypeptidase II [Arabidopsis 
thaliana] >gi_4510391_gb_AAD214 79 . 1_ (AC007017) putative 
serine carboxypeptidase II [Arabidopsis thaliana] 

306720 

uC-zmflb7314 7h08bl 

BLASTX 

g82696 



43516 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



328 

1.0e-30 

83 
81 

glycine-rich protein - maize >gi_22293_emb_CAA43431__ 
(X61121) glycine-rich protein [Zea mays] 

306721 

uC-zmflb73148b09al 

BLASTN 

g4240538 

74 

5.0e-34 

118 
91 

Zea mays knotted class 1 homeodomain protein liguleless3 
(lg3) mRNA, complete cds 



306722 

uC-zmflb73148c05al 

BLASTN 

g722327 

118 

6.0e-60 

182 

91 

Zea mays clone Zm-Rab2-B GTP binding protein 
complete cds 



(rab2) mRNA, 



306723 

uC-zmflb73148g01bl 

BLASTX 

g3646324 

158 

2.0e-lD 

48 

69 

(AJ000761) MADS-box protein [Malus domestica] 
306724 

uC-zmflb73148h01bl 

BLASTX 

g2984709 

474 

2.0e-47 

90 

99 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 
306725 

uC-zmflb73149c07al 

BLASTX 

gl084479 

212 

6.0e-17 

45 
96 



43517 



o 



NCBI Description H+-transporting ATP synthase (EC 3.6.1.34) 
maize (fragment) >gi_311237_emb_CAA46804_ 
H (+) -transporting ATP synthase [Zea mays] 



delta chain 
(X66005) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306726 

uC-zmflb73149cllbl 

BLASTX 

g2660675 

342 

5.0e-32 

156 

50 

(AC002342) similar to DNA-damage- inducible protein P 
[Arabidopsis thaliana] 



306727 

uC-zmflb73149e04bl 

BLASTX 

g2181180 

284 

3.0e-25 

144 

42 

(Z84377) xylosidase [Aspergillus niger] 
306728 

uC-zmflb73149f07bl 

BLASTN 

g3821780 

36 

9.0e-ll 

47 

66 

Xenopus laevis cDNA clone 27A6-1 
306729 

uC-zmflb7314 9g!0bl 

BLASTX 

g2257743 

450 

9.0e-45 

154 

53 

(U62020) lysine-sensitive aspartate kinase 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306730 

uC-zmflb73149h01bl 

BLASTX 

g3928084 

346 

1.0e-32 

154 
50 

(AC005770) 
thaliana] 



retrotransposon-like protein [Arabidopsis 



43518 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306731 

uC-zmflb73149h02bl 

BLASTX 

g2501231 

320 

1.0e-29 

115 

55 

HYPOTHETICAL 38.1 KD PROTEIN >gi_99505_pir S24 930 

hypothetical protein - pink corydalis 
>gi_18258_emb_CAA45139_ (X63595) protein of unknown 

function [Corydalis sempervirens] >gi_444333_prf 1906382A 

pCSC71 protein [Corydalis sempervirens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306732 

uC-zmflb73149h08bl 

BLASTN 

g312180 

57 

3.0e-23 

117 

87 

Z.mays GapC4 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306733 

uC-zmflb73150c06al 

BLASTX 

gl730796 

143 

3.0e-09 

50 

58 

HYPOTHETICAL 124.5 KD PROTEIN IN SK01-RPL44A INTERGENIC 

REGION >gi_21327 60_pir S60964 probable membrane protein 

YNL163c - yeast (Saccharomyces cerevisiae) 
>gi_1050790_emb_CAA63276_ (X92517) N1718 [Saccharomyces 
cerevisiae] >gi_1302132_emb_CAA96050_ (Z71439) ORF YNL163c 
[Saccharomyces cerevisiae] 

306734 

uC-zmflb73150e02bl 

BLASTX 

g82696 

237 

4.0e-20 

71 

75 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



306735 

uC-zmflb73150e03bl 

BLASTX 

g82696 

266 

2.0e-23 
79 



43519 



o 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

306736 

uC-zmflb73150f02bl 

BLASTX 

g2668742 

262 

5.0e-23 

91 

63 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
306737 

uC-zmflb73150f03bl 

BLASTX 

gll70937 

181 

9.0e-14 

50 
72 

S - ADENO S YLME T H I ON I NE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_45054 9_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

306738 

uC-zmflb73150fl2bl 

BLASTX 

gl34598 

419 

4.0e-41 

95 

83 

SUPEROXIDE DISMUTASE-4AP (CU-ZN) 
306739 

uC-zmflb73150gllbl 

BLASTX 

g4586021 

204 

5.0e-16 

70 

59 

(AC007170) putative cytoplasmic aconitate hydratase 
[Arabidopsis thaliana] 

306740 

uC-zmflb73150h03bl 

BLASTX 

g!174745 

200 

1.0e-15 

71 

56 

TRIOSEPHOSPHATE ISOMERASE, CHLOROPLAST PRECURSOR (TIM) 



43520 




>gi_1363523_pir S53761 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - rye 

>gi_609262_emb_CAA83533_ (Z32521) triosephosphate isomerase 

[Secale cereale] >gi_1095494__prf 2109226B triosephosphate 

isomerase [Secale cereale] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306741 

uC-zmflb73150h06bl 

BLASTN 

g22217 

193 

1.0e-104 

201 
99 

Z.mays c2 gene for chalcone synthase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306742 

uC-zmflb73151a08bl 

BLASTN 

gl68436 

103 

1.0e-50 

123 

96 

Zea mays catalase (Cat3) 



gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306743 

uC-zmflb73151al0a2 

BLASTN 

g2623247 

42 

3.0e-14 

78 

88 

Zea mays SU1 isoamylase 



{ sugary 1) gene, complete cds 



306744 

uC-zmflb73151c01bl 

BLASTX 

gl35411 

515 

8.0e-54 

108 

93 

TUBULIN ALPHA- 2 CHAIN >gi_82732_pir S15772 tubulin alpha-2 

chain - maize >gi__22148_emb_CAA33733__ (X15704) 
alpha2-tubulin [Zea mays] 



306745 

uC-zmflb73151e06bl 

BLASTN 

g2924732 

34 

2.0e-09 

74 
86 

Arabidopsis thaliana genomic 



DNA, chromosome 5, PI clone: 



43521 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MUA2, complete sequence [Arabidopsis thaliana] 
306746 

uC-zmflb73151e!2bl 

BLASTX 

g4454051 

462 

3.0e-46 

140 

56 

(AL035394) putative polygalacturonase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306747 

uC-zmflb73151f09bl 

BLASTX 

g2062175 

374 

7.0e-36 

122 

61 

(AC001645) hypothetical protein 



306748 

uC-zmflb73151g04a2 

BLASTX 

g3176683 

145 

4.0e-09 

45 

56 

(AC003671) F1707.12 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



306749 

uC-zmflb73152d05bl 

BLASTX 

g2462749 

481 

2.0e-48 

158 

58 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 

306750 

uC-zmflb73152e03al 

BLASTX 

gl29707 

161 

4.0e-ll 

69 
61 

PROTOCHLOROPHYLLIDE REDUCTASE (PCR) 

( NADPH- PROTOCHLOROPHYLLI DE OXIDOREDUCTASE) 

>gi_100550_pir S08406 protochlorophyllide reductase (EC 

1.3.1.33) - oat (fragment) >gi__829253_embJIAA34913_ 
(X17067) protochlorophyllide reductase (314 AA) [Avena 



43522 



sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306751 

uC-zmflb73152e05bl 
BLASTX 
g2827086 
157 

9.0e-15 

81 
63 

(AF022778) DNA recombination 
sapiens] >gi_3328152 {AF073362 
[Homo sapiens] 



repair protein [Homo 
endo/exonuclease Mrell 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306752 

uC-zmflb73152g06bl 

BLASTX 

g2911068 

384 

4.0e-37 

73 

88 

(AL021960) GlO-like protein [Arabidopsis thaliana] 
306753 

uC-zmflb73153a01bl 

BLASTX 

g542175 

148 

2.0e-09 

93 

39 

endoxyloglucan transferase - wheat >gi_4 69511_dbj_BAA03924 
(D16457) endo-xyloglucan transferase [Triticum aestivum] 

306754 

uC-zmflb73153a02bl 

BLASTX 

g!076777 

306 

3.0e-28 

69 

88 

protein H2A - wheat >gi_536890_dbj_BAA07277__ (D38088) 
protein H2A [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306755 

uC-zmflb73153b01bl 

BLASTX 

g3885335 

159 

7.0e-ll 

95 
42 

(AC005623) ethylene-insensitive3-like protein [Arabidopsis 
thaliana] 



43523 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



306756 

uC-zmflb73153h09bl 

BLASTX 

gl800219 

514 

1.0e-52 

103 

97 

( U5 67 31 ) phyt ochrome 



C [Sorghum bicolor] 



306757 

uC-zmflb73154a05b2 

BLASTN 

g22223 

210 

1.0e-115 

267 

98 

Maize cab-1 gene for chlorophyll a/b-binding protein 
306758 

uC-zmflb73154e01b2 

BLASTX 

g3810596 

217 

5.0e-23 

129 

47 

(AC005398) reverse-transcriptase-like protein [Arabidopsis 
thaliana] 

306759 

uC-zmflb73154el2b2 

BLASTX 

g3912919 

566 

2.0e-58 

139 

78 

(AF001308) hypothetical protein [Arabidopsis thaliana] 
306760 

uC-zmflb73154g03b2 

BLASTX 

g4204315 

163 

3.0e-ll 

116 

31 

(AC003027) Unknown protein [Arabidopsis thaliana] 
306761 

uC-zmflb73155a02al 

BLASTN 

g899607 

117 

3.0e-59 



43524 



Match length - - 213 
% identity 89 

NCBI Description Zea mays polyubiquitin (MubC5) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306762 
uC-zmflb73155a05b2 
BLASTX 
g3242403 
191 

2.0e-14 

110 
37 

(D83178) endonuclease [Hordeum vulgare] 
306763 

uC-zmflb73155bl0al 

BLASTX 

g3851333 

208 

2.0e-16 

40 

90 

(Y09302) putative MADS-domain transcription factor [Zea 
mays] 

306764 

uC-zmflb73155bl2b2 

BLASTX 

g2244990 

498 

2.0e-50 

106 

89 

(Z97340) similarity to LIM homeobox protein - 
Caenorhabditis [Arabidopsis thaliana] 

306765 

uC-zmflb73155cl2b2 

BLASTX 

g3549667 

253 

9.0e-22 

82 
59 

(AL031394) Arabidopsis dynamin-like protein ADL2 
[Arabidopsis thaliana] 

306766 

uC-zmflb73155dl2al 

BLASTX 

g4220523 

231 

2.0e-19 

73 

68 

(AL035356) putative alliin lyase [Arabidopsis thaliana] 



43525 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306767 

uC-zmflb73155gl0b2 

BLASTN 

g558364 

62 

3.0e-26 

128 

88 

Z.mays mRNA for ADP-glucose pyrophosphorylase 
306768 

uC-zmflb73156d06bl 

BLASTX 

gl335862 

207 

9.0e-17 

72 

62 

(U42608) clathrin heavy chain [Glycine max] 
306769 

uC-zmflb73156dl0bl 
BLASTX ^ - 

g3608495 
176 

1.0e-13 

69 

65 

(AF089738) plastid division protein FtsZ [Arabidopsis 
thaliana] >gi_4510351_gb_AAD21440. 1_ (AC006921) plastid 
division protein FtsZ [Arabidopsis thaliana] 



Seq. No. 


306770 


Seq. ID 


uC~zmflb73156dl2bl 


Method 


BLASTX 


NCBI GI 


g4581164 


BLAST score 


471 


E value 


3.0e-47 


Match length 


159 


% identity 


56 


NCBI Description 


(AC006220) putative 


Seq. No. 


306771 


Seq. ID 


uC-zmflb73156f04bl 


Method 


BLASTX 


NCBI GI 


gl890577 


BLAST score 


150 


E value 


9.0e-10 


Match length 


69 


% identity 


51 


NCBI Description 


(X93175) xyloglucan 




vulgare] 


Seq. No. 


306772 


Seq. ID 


uC-zmflb73156h09bl 


Method 


BLASTX 


NCBI GI 


gl076670 



(XET) [Hordeum 



43526 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



162 

3.0e-ll 

101 

45 

NADH dehydrogenase (EC 1.6.99.3) - potato 
>gi_668985_emb_CAA59062_ (X84319) NADH dehydrogenase 
[Solanum tuberosum] 

306773 

uC-zmflb73157a09al 

BLASTN 

g3420038 

112 

4.0e-56 

187 

48 

Zea mays gypsy /Ty 3 -type retrotransposon Tekay, complete 
sequence 

306774 

uC-zmflb73157b04b2 

BLASTX 

g4006827 - 

234 

5.0e-20 

69 

70 

(AC005970) subtilisin-like protease [Arabidopsis thaliana] 
306775 

uC-zmflb73157b05al 

BLASTN 

g602605 

74 

4.0e-34 

97 

94 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 
306776 

uC-zmflb73157c09b2 

BLASTX 

g3913018 

565 

2.0e-58 

120 

93 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CHLOROPLAST PRECURSOR 
(ALDP) >gi_218155_dbj_BAA02730_ (D13513) chloroplastic 
aldolase [Oryza sativa] 

306777 

uC-zmflb73157g08b2 

BLASTX 

g4559377 

570 

7.0e-59 



43527 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



H 

142 
69 

(AC006526) putative photomorphogenesis repressor protein 
COP1. [Arabidopsis thaliana] 

306778 

uC-zmflb73157h07b2 

BLASTX 

g2145358 

144 

6.0e-09 

30 

87 

(Y10922) HD-Zip protein [Arabidopsis thaliana] 
306779 

uC-zmflb73158a08b2 

BLASTN 

g4140643 

232 

1.0e-128 

343 

92 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306780 

uC-zmflb73159a!0b2 

BLASTX 

g3043415 

336 

9.0e-32 

68 

94 

(Y17053) At-hsc70-3 



[Arabidopsis thaliana] 



306781 

uC-zmflb73159bl2a2 

BLASTN 

g22221 

54 

2.0e-21 

78 

92 

Z.mays ZSF4C3 gene for zein 
306782 

uC-zmflb73160c06b2 

BLASTX 

g3236240 

186 

5.0e-20 

106 

57 

(AC004684) unknown protein [Arabidopsis thaliana] 



Seq. No. 



306783 



43528 



4) 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73160d03b2 

BLASTX 

g4185311 

245 

8.0e-39 

113 

77 

(AF090446) polyprotein [Zea mays] 
306784 

uC-zmflb73160f01b2 

BLASTX 

g3779033 

336 

2.0e-31 

121 
50 

(AC005171) cycloartenol synthase [Arabidopsis thaliana] 
306785 

uC-zmflb73160f03al 

BLASTN 

g22155 

113 

7.0e-57 

157 

92 

Z.mays mRNA for alpha-tubulin 
306786 

uC-zmflb73160g08al 

BLASTN 

gll03627 

96 

1.0e-46 

164 

90 

Z.mays Ferl gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



306787 

uC-zmflb73161c02b2 

BLASTX 

g2984709 

415 

9.0e-45 

121 

75 

(AF053468) DnaJ-related protein 
306788 

uC-zmflb73161el0b2 
BLASTX - 
g2224605 
342 

4.0e-32 

94 

62 



ZMDJ1 [Zea mays] 



43529 



0 



NCBI Description (AB002330) KIAA0332 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306789 

uC-zmflb73161f04al 

BLASTX 

g4103987 

146 

2.0e-09 

39 

74 

(AF030516) 5, 10-methylenetetrahydrof olate 

dehydrogenase-5, 10-methenyltetrahydrof olate cyclohydrolase 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306790 

uC-zmflb73161g04al 

BLASTX 

gll72861 

247 

2.0e-21 

65 

74 

RIBULOSE BISPHOSPHATE CARBOXYLASE LARGE CHAIN PRECURSOR 

(RUBISCO LARGE SUBUNIT) >gi_1363613__pir S58560 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) large chain 
- maize chloroplast >gi_18036_emb_CAA78027_ (Z11973) 
Ribulose bisphosphate carboxylase [Zea mays] 
>gi_902230_emb_CAA60294_ (X86563) rubisco large subunit 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



306791 

uC-zmflb73162b03b2 

BLASTX 

gl519253 

174 

1.0e-12 

39 
90 

(U65958) GF14-d protein 



[Oryza sativa] 



306792 

uC-zmflb73162c03b2 

BLASTX 

g283051 

600 

2.0e-62 

114 

96 

RNA-directed DNA polymerase (EC 2.7.7.4 9) 
transposon ( fragment ) 

306793 

uC-zmflb73162f07b2 

BLASTN 

g3821780 

37 

1.0e-ll 



- maize 



43530 



0 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



49 
67 

Xenopus laevis cDNA clone 27A6-1 
306794 

uC-zmflb73162fl2b2 

BLASTX 

gl703199 

191 

1.0e-14 

69 

46 

PROTEIN KINASE AFC1 >gi_601787 (U16176) protein kinase 
[Arabidopsis thaliana] 

306795 

uC-zmflb73162g05b2 

BLASTX 

g531389 

279 

5.0e-25 

101 

51 

(U12626) copia-like retrotransposon Hopscotch polyprotein 
[Zea mays] 

306796 

uC-zmflb73162gl0b2 

BLASTN 

g507770 

34 

1.0e-09 

144 

88 

Zea mays D3L H {+) -transporting ATPase (Mhal) gene, complete 
cds 

306797 

uC-zmflb73162h04b2 

BLASTX 

gl27580 

381 

6.0e-37 

94 

62 

MYB-RELATED PROTEIN ZM1 >gi_82729_pir S04898 transforming 

protein (myb) homolog (clone Zml) - maize 
>gi_227032_prf 1613412C myb-related gene Zml [Zea mays] 

306798 

uC-zmflb73163a04b2 ^ 

BLASTX 

g4388717 

270 

5.0e-24 

90 

60 



43531 



0 



NCBI Description (AC006413) putative nuclear phosphoprotein (contains 
multiple TPR repeats prosite:QDOC50005) [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306799 

uC-zmflb73163a09b2 

BLASTX 

gl32724 

194 

6.0e-15 

49 
73 

SOS RIBOSOMAL PROTEIN L18 >gi_71259_pir R5BS8F ribosomal 

protein L18 - Bacillus stearothermophilus 

306800 

uC-zmflb73163c03b2 

BLASTN 

g551482 

295 

1.0e-165 

472 

96 

Zea mays ABA- and ripening-inducible-like protein mRNA, 
complete cds 

306801 

uC-zmflb73163e08b2 

BLASTX 

g4102600 

511 

3.0e-57 

142 

76 

(AF0134 67) ARF6 [Arabidopsis thaliana] 
306802 

uC-zmflb73163g05b2 

BLASTX 

g4218122 

282 

5.0e-25 

163 

45 

(AL035353) putative protein [Arabidopsis thaliana] 
306803 

uC-zmflb73163g08b2 

BLASTX 

g4585976 

394 

3.0e-38 

132 
58 

(AC005287) Unknown protein [Arabidopsis thaliana] 



Seq. No. 



306804 



43532 



0 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



uC-zmflb73164al0b2 

BLASTX 

g2623307 

182 

5.0e-14 

62 
56 

(AC002409) putative ubiquitin protease [Arabidopsis 
thaliana] 

306805 

uC-zmflb73164d01al 

BLASTN 

gl421729 

36 

6.0e-ll 

145 

80 

Zea mays T cytoplasm male sterility restorer factor 2 
mRNA, complete cds 

306806 

uC-zmflb73164d08al 

BLASTN 

gl68436 

142 

2.0e-74 

178 

95 

Zea mays catalase (Cat 3) gene, complete cds 
306807 

uC-zmflb73165h03b2 

BLASTX 

g3334133 

261 

5.0e-23 

78 

64 

CYTOCHROME P450 89A2 (CYPLXXXIX) (ATH 6-1) >gi_1432145 
(D61231) cytochrome P450 [Arabidopsis thaliana] 

306808 

uC-zmflb73166b01b2 

BLASTX 

g473874 

307 

4.0e-42 

142 

39 

(U08285) a membrane-associated salt-inducible protein 
[Nicotiana tabacum] 

306809 

uC-zmflb73166e05b2 

BLASTN 

g4185305 



(rf2) 



43533 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



138 

2.0e-71 

416 

88 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



306810 

uC-zmflb73167bllb2 

BLASTX 

g478753 

207 

7.0e-17 

41 

90 

tubulin alpha-4 chain 



maize (fragment) 



306811 

uC-zmflb73167d02b2 

BLASTX 

g3402677 

195 

6.0e-15 

127 
42 

(AC004697) hypothetical protein [Arabidopsis thaliana] 
306812 

uC-zmflb73167d05b2 

BLASTX 

gl209756 

397 

1.0e-38 

108 

65 

(U43629) integral membrane protein [Beta vulgaris] 
306813 

uC-zmflb73167el2b2 

BLASTN 

g2463566 

42 

3.0e-14 

125 
83 

Zea mays mRNA for squalene synthase, complete cds 
306814 

uC-zmflb73167f04b2 

BLASTX 

g3264596 

290 

3.0e-26 

83 

73 



43534 



NCBI Description (AF057183) putative tonoplast aquaporin [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306815 

uC-zmflb73168bl0al 

BLASTN 

gll67857 

35 

3.0e-10 

79 

86 . 

S.cereale cv. Petkus "Halo" encoding cpn60 
306816 

uC-zmflb73168c06al 

BLASTN 

g3776004 

41 

9.0e-14 

89 

87 

Arabidopsis thaliana mRNA for DEAD box RNA helicase, 



RH15 



306817 

uC-zmflb73169d03b2 
BLASTX 
g728905 
385 

3.0e-37 
120 
58 

PROBABLE CALCIUM-TRANSPORTING AT PAS E 3 
RETICULUM CA2+ -ATPASE) >gi_1078206_pir_ 
ATPase (EC 3.6.1.-) DRS2 - yeast (Saccharomyces cerevisiae) 
>gi_171114 (L01795) ATPase [Saccharomyces cerevisiae] 
>gi_595560 (U12980) Drs2p: Membrane spanning 
Ca-ATPase(P-type) , member of the cation transport (E1-E2) 
ATPase [Saccharomyces cerevisiae] 



(ENDOPLASMIC 
_S51995 probable 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



306818 

uC-zmflb73169dl0b2 

BLASTX 

g3036795 

158 

9.0e-ll 

49 

63 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805857_emb_CAA21477_ (AL031986) putative protein 
[Arabidopsis thaliana] 

306819 

uC-zmflb73169g02b2 

BLASTX 

g2117619 

525 

1.0e-53 
146 



43535 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

peroxidase (EC 1.11.1.7) 4 precursor - wheat 
>gi_732976_emb_CAA59487_ (X85230) peroxidase [Triticum 
aestivum] 

306820 

uC-zmflb73169h03b2 

BLASTN 

g22163 

55 

9.0e-23 

99 

89 

Z.mays MANT2 mRNA for adenine nucleotide translocator 
(ADP/ATP translocase) 

306821 

uC- zmf lb7 317 0b02b2 

BLASTX 

g2792214 

191 

8.0e-15 

81 

52 

(AF032685) 
vulgare] 



NBS-LRR type resistance protein [Hordeum 



306822 

uC-zmflb73170b05al 

BLASTX 

g4103627 

163 

1.0e-ll 

47 

68 

(AF026480) lipase [Dianthus caryophyllus] 
306823 

uC-zmflb73170b05b2 

BLASTX 

g2832660 

147 

6.0e-10 

49 
53 

(AL021710) lipase-like protein [Arabidopsis thaliana] 
306824 

uC-zmflb73170dl2b2 

BLASTN 

g563234 

33 

4.0e-09 

73 

86 

Zea mays xyloglucan endo-transglycosylase homolog gene, 
complete cds 



43536 



4) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



306825 

uC-zmflb73170el2b2 

BLASTX 

g3075390 

171 

2.0e-12 

41 

80 

(AC004484) protein kinase ARSK1 [Arabidopsis thaliana] 
306826 

uC-zmflb73171c04bl 

BLASTX 

gl332579 

225 

6.0e-19 

69 

7 

(X98063) polyubiquitin [Pinus sylvestris] 
306827 

uC-zmflb73171dl0bl 

BLASTN 

gll81672 

50 

2.0e-19 

138 

84 

Sorghum bicolor heat shock protein 
partial cds 



70 cognate (hsc70) mRNA, 



306828 

uC-zmflb73171f01bl 

BLASTX 

gl35411 

580 

4.0e-60 

110 

97 

TUBULIN ALPHA- 2 CHAIN >gi_82732_pir_S15772 tubulin alpha-2 
chain - maize >gi_2214 8_emb_CAA33733_ (X15704) 
alpha2-tubulin [Zea mays] 

306829 

uC-zmflb73172g02b2 

BLASTX 

gll81673 

193 

8.0e-17 

57 
88 

(U41652) heat shock protein cognate 70 [Sorghum bicolor] 
306830 

uC- zmf lb7 3172gl0b2 
BLASTN 



43537 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI , 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g602605 
60 

1.0e-25 

132 

86 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 
306831 

uC-zmflb73173a06bl 

BLASTX 

gll5771 

339 

3.0e-32 

81 

80 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900__ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

306832 

uC-zmflb73173allbl 

BLASTX 

g2967837 

202 

1.0e-15 

116 

41 

(AF052641) cyst nematode resistance gene candidate 
[Triticum aestivum] 

306833 

uC-zmflb73173c03bl 

BLASTX 

g3695392 

154 

5.0e-13 

80 

45 

(AF096371) No definition line found [Arabidopsis thaliana] 
306834 

uC-zmflb73173e08bl 

BLASTN 

g3821780 

34 

2.0e-09 

34 

100 

Xenopus laevis cDNA clone 27A6-1 
306835 

uC-zmflb73173g05bl 

BLASTN 

gl800216 

36 



43538 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-ll 

40 
97 

Sorghum bicolor phytochrome B (PHYB) gene, partial cds 
306836 

uC-zmflb73173h01bl 

BLASTX 

g4519671 

227 

1.0e-29 

107 

67 

(AB017693) transfactor [Nicotiana tabacum] 
306837 

uC-zmflb73174b07bl 

BLASTX 

g3702323 

144 - 

3.0e-15 

100 

47 

(AC005397) unknown protein [Arabidopsis thaliana] 
306838 

uC- zmf lb7 3 1 7 4 cO 9b 1 

BLASTN 

g22163 

82 

1.0e-38 

86 
99 

Z.mays MANT2 mRNA for adenine nucleotide translocator 
(ADP/ATP translocase) 

306839 

uC-zmflb73174f03bl 

BLASTX 

g3915826 

156 

2.0e-10 

114 

33 

60S RIBOSOMAL PROTEIN L5 
306840 

uC-zmflb73174g06bl 

BLASTX 

g2668742 

239 

2.0e-20 

75 
68 

(AF034945) glycine-rich RNA binding protein [Zea mays] 



Seq. No. 



306841 



43539 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73174h09al 

BLASTX 

g4049403 

203 

6.0e-16 

43 

79 

(AJ131708) gamma response I protein [Arabidopsis thaliana] 
306842 

uC-zmflb73174h09bl 

BLASTX 

g4049403 

188 

6.0e-14 

99 
46 

(AJ131708) gamma response 



I protein [Arabidopsis thaliana] 



306843 . 

uC-zmflb73174hl2bl 

BLASTX 

g2702277 

378 

3.0e-36 

114 

66 

(AC003033) putative cyclin g-associated kinase [Arabidopsis 
thaliana] >gi_2914689 (AC003974) putative cyclin 
g-associated kinase [Arabidopsis thaliana] 

306844 

uC-zmflb73175al0bl 

BLASTX 

g464840 

228 

5.0e-19 

52 

81 

TUBULIN ALPHA-1 CHAIN >gi_421781_pir S32666 tubulin 

alpha- 1 chain - fern (Anemia phyllitidis) 

>gi_2964 94_emb_CAA48927_ (X69183) alpha tubulin [Anemia 

phyllitidis] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



306845 

uC-zmflb73175b05bl 

BLASTX 

gl483150 

285 

2.0e-25 

87 

66 

(D84417) monodehydroascorbate reductase 
thaliana] 

306846 

uC-zmflb73175c05bl 



[Arabidopsis 



43540 




Method 


BLASTX 


NGBI GI 


g3551245 


BLAST score 


272 
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hP-t^to-FI H7 "31 7Rn1 1K1 


Method 




NCBI GI 


g4104929 


BLAST score 


460 
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NCBI Descrinti nn 
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?n £ft _is 


Seq. ID 


nP-7mf 1 h7^1 7 c ion?H1 

Liv_/ £.Ul__ -LJJ / Jl l JcU JJJX 


Method 


BLASTX 


NCBI GI 


g2944233 


BLAST score 


217 
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i. -Id 1— Oil XC11U Lli 
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t5 ia.enT_.it.y 
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VH£uou4uy; soaxum-nyarogen exchanger 6 [Homo sapiens 


« 1NO • 




Spa TH 


uu~ziririD / oil oguoDi 


Method 




NCBI GI 


g4220479 


BLAST score 


522 
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(AC006069) unknown protein [Arabidopsis thaliana] 






Sea TO 


zmiiD / ji / or luDz 


Method 




NCBI GI 


g3063465 


BLAST score 


240 


P. 1 11 O 


1 Ho— 9H 


iia -Lciiyuii 


ou 




"7 Q 
/ 0 


i. 1 * v* 1 U -L UCOOi L Ly L. _L V_/ll 


lALuuj^oij £zzuxo.z/ LAraDiaopsis thaliana] 




jUboOl 


Spa TFl 


uc-zmrxr; / oi / DiiubDz 


Mpthari 




NCBI GI 


g2654868 


BLAST score 


268 


E value 


2.0e-23 


Match length 


137 


% identity w 


47 


NCBI Description 


(AF015301) RbohApl08 [Arabidopsis thaliana] 



43541 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
■ E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306852 

uC-zmflb73177c01bl 

BLASTX 

gll70937 

238 

4.0e-20 

66 

71 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_45054 9_emb_CAA81481_ (226867) S-adenosyl methionine 
synthetase [Oryza sativa] 

306853 

uC-zmflb73177d04bl 

BLASTX 

g3341694 

210 

9.0e-17 

88 

45 

(AC003672) PREG-like protein [Arabidopsis thaliana] 
306854 

uC-zmflb73177e01bl 

BLASTX 

g!053057 

183 

3.0e-15 

76 

61 

(U38422) histone H3 



[Triticuirt aestivum] 



Seq. No. 
Seq. ID 



306855 

uC-zmflb73177el2bl 

BLASTN 

gl68396 

51 

1.0e-19 

71 

93 

Zea mays auxin-binding protein (abpl) gene, exons 1-5 and 
complete cds 

306856 

uC-zmflb73177f02bl 

BLASTX 

g2052094 

571 

7.0e-59 

165 

69 

(Z4 9147) phenylalanine ammonia- lyase [Hordeum vulgare] 
306857 

uC-zmflb73177g09bl 



43542 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST srcore 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4455322 

187 

3.0e-15 

107 

48 

(AL035525) putative protein kinase [Arabidopsis thaliana] 
306858 

uC-zmflb73177h03bl 

BLASTX 

g82696 

165 

1.0e-ll 

57 
58 

glycine-rich protein - maize >gi_22293__emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

306859 

uC-zmflb73177hl0bl 

BLASTX 

gl29881 

677 

2.0e-71 

161 

81 

PYROPHOSPHATE — FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBDNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 
(PYROPHOSPHATE-DEPENDENT 6-PHOSPHO FRUCTOSE- 1 -KINASE) 
(PPI-PFK) >gi_482294_pir A36094 

pyrophosphate — fructose-6-phosphate 1-phosphotransf erase 
(EC 2,7.1.90) alpha chain - potato (cv. Kennebec) 
>gi_169538 (M55190) pyrophosphate- f ructose 6-phosphate 
1-phosphotransf erase alpha- subunit [Solanum tuberosum] 

306860 

uC-zmflb73178a01bl 

BLASTX 

g399853 

300 

3.0e-27 

87 

72 

HI STONE H2B.1 >gi_283041_pir S28048 histone H2B - maize 

>gi_22323_emb_CAA40564_ (X57312) H2B histone [Zea mays] 

306861 

uC-zmflb73178allbl 

BLASTN 

gl661161 

33 

4.0e-09 

45 

93 

Oryza sativa water stress inducible protein (KCDL917) mRNA, 
complete cds 



43543 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306862 

uC-zmflb73178b09bl 

BLASTN 

gl68508 

63 

1.0e-26 

118 
87 

Maize oleosin KD18 



(KD18; L2) gene, complete cds 



Seq. No. 
Seq. ID 



306863 

uC-zmflb73178d09bl 

BLASTX 

g2244965 

395 

1.0e-50 

141 

72 

(Z97340) unnamed protein product [Arabidopsis thaliana] 
306864 

uC-zmflb73178f03bl 

BLASTX 

gl35411 

612 

8.0e-64 

113 

100 

TUBULIN ALPHA- 2 CHAIN >gi_82732_pir S15772 tubulin alpha-2 

chain - maize >gi_2214 8_emb_CAA33733_ (X15704) 
alpha2 -tubulin [Zea mays] 

306865 

uC-zmflb73178g08bl 

BLASTX 

g282994 

294 

7.0e-27 

89 

65 

Sipl protein - barley >gi_167100 (M77475) seed imbibition 
protein [Hordeum vulgare] 

306866 

uC-zmflb73178gl2bl 

BLASTN 

g2921303 

148 

1.0e-77 

259 

90 

Zea mays herbicide safener binding protein 
complete cds 

306867 

uC-zmflb73178h03bl 



(SBP1) mRNA, 



43544 



;:jtethQd. , - 

•' NCB-i GI * > ' 

BLAST " score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTX . - ^ , , - , .„ . 

g l 5*&77(^f* ' J $ * > ' ^ - ' " ' 

151 * " v 

5.0e-19 

99 

56 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 



306868 

uC-zmflb73179a03a2 

BLASTX 

g4099833 

567 

2.0e-58 

132 

78 

(U90265) bifunctional nuclease 



[Zinnia elegans] 



306869 

uC-zmflb73179alla2 

BLASTX 

g480669 

223 

3.0e-18 

68 

71 

NADPH — f errihemoprotein reductase (EC 1.6.2.4) 
artichoke (fragment) >gi_1359894_emb_CAA81210_ 



- Jerusalem 
(Z26251) 



NADPH- f errihemoprotein reductase [Helianthus tuberosus] 
306870 

uC-zmflb73179allbl 

BLASTX 

g4220538 

444 

5.0e-44 

145 

63 

(AL035356) NADPH- f errihemoprotein reductase ATR1 
[Arabidopsis thaliana] 

306871 

uC-zmflb73179b02a2 

BLASTX 

g3820531 

162 

1.0e-ll 

58 
53 

(AF072736) beta-glucosidase [Pinus contorta] 
306872 

uC- zmf lb7 3 1 7 9b0 6a2 

BLASTN 

g!061305 



43545 
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NCBI GI 


gl061305 


BLAST score 
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E value 
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Matcn lengtn 


lob 


% identity 


88 


jNLrsi Description 


2. mays Dorz mRNA 


Seq. No. 


306874 


oeq* 1U 


uu— zmiio / ji / ycuoDi 




T3T TV QTM 




gD014oZ 


BLAST score 


55 


E value 


3.0e-22 


Marcn lengtn 


o n 
o i 


% identity 


yi 


NCBI Description 


Zea mays ABA- and : 




complete cds 


Seq. No. 


306875 


Seq. ID 


uC-zmr Ib73179gl0bl 


L v lc L.I10CJL 


DT ZiQTY 


NCBI GI 


g2117355 


BLAST score 


233 


E value 


2.0e-22 


Match length 


119 


% identity 


52 



NCBI Description 



mitochondrial processing peptidase (EC 3.4.99.41) alpha-II 
chain precursor - potato >gi_587562_emb_CAA56520__ (X80236) 
mitochondrial processing peptidase [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306876 

uC-zmflb73179h05a2 

BLASTX 

gll69198 

206 

3.0e-16 

71 
58 

DNA- DAMAGE -RE PAIR /TOLERATION PROTEIN DRT101 PRECURSOR 

>gi_479738_pir S35270 hypothetical protein - Arabidopsis 

thaliana >gi_166926 (L11367) [Arabidopsis thaliana 
unidentified mRNA sequence, complete cds.], gene product 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



306877 

uC-zmflb73180b02bl 

BLASTX 

g!00440 



43546 



>f BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



161- _ - v . * : 

1.0e-ll ^ - ' 

31 

94 

heat shock protein 70 (clone D7) - potato (fragment) 

>gi_100441_pir S21363 heat shock protein 70 (clone D3) - 

potato (fragment) >gi_21477_emb_CAA78036_ (Z11984) 70-kD 
heat shock protein [Solanum tuberosum] 

306878 

uC-zmflb73180c08bl 

BLASTX 

g4262149 

365 

6.0e-35 

102 
65 

(AC005275) putative xyloglucan endotransglycosylase 
[Arabidopsis thaliana] 

306879 

uC-zmflb73180cllal 

BLASTX 

g2924247 

337 

1.0e-31 
78 
82 

(Y07782) 



expansin [Oryza sativa] 



306880 

uC-zmflb73180d07al 

BLASTX 

g2950395 

160 

4.0e-ll 

36 
78 

(AJ224847) oxidoreductase 



[Zea mays] 



306881 

uC-zmflb73180e02bl 

BLASTX 

g3281853 

196 

4.0e-15 

61 
64 

(AL031004) putative protein [Arabidopsis thaliana] 
306882 

uC-zmflb73180e07bl 

BLASTN 

g3341647 

98 

1.0e-47 
154 



43547 



% identity : .. 91 -& \ ^ . , 

NCBI Description Zea' mays Ama gene encoding single-subunit RNA polymerase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306883 

uC-zmflb73180f04bl 

BLASTX 

gl054843 

503 

5.0e-51 

148 

59 

(X92847) D12 oleate desaturase 



[Solanum commersonii] 



306884 

uC-zmflb73180fllal 

BLASTX 

g2980805 

208 

2.0e-16 

51 

82 

(AL022197) putative protein [Arabidopsis thaliana] 
306885 

uC-zmflb73180g02bl 

BLASTX 

g3182903 

219 

4.0e-18 

80 
61 

ACTIN, CYTOPLASMIC (BBCA1) >gi_1552218_dbj_BAA13444 . 1_ 
(D87738) cytoplasmic actin BbCAl [Branchiostoma belcheri] 

306886 

uC-zmflb73180g09bl 

BLASTX 

gJ540178 

545 

5.0e-56 

140 

81 

(AC004122) calcium-transporting ATPase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306887 

uC-zmflb73180h03al 

BLASTN 

g4416300 

67 

2.0e-29 

161 

87 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



Seq. No. 



306888 



43548 



Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zjaflb73180h04al 
BLASTX ^ " " >; * \ 

g629592 
190 

2.0e-14 

56 

61 

hypothetical protein 



rape 



306889 

uC-zmflb73180h07bl 

BLASTX 

g4581119 

244 

5.0e-21 

86 

58 

(AC005825) hypothetical protein [Arabidopsis thaliana] 
306890 

uC-zmflb73181e02b2 

BLASTX 

g2129740 

285 

7.0e-26 

64 

81 

small nuclear ribonucleoprotein - Arabidopsis thaliana 

>gi_2129756_pir S71411 Ul snRNP 70K protein - Arabidopsis 

thaliana >gi_1255711 (M93439) small nuclear 
ribonucleoprotein [Arabidopsis thaliana] >gi_13544 69 
(U52909) Ul snRNP 70K protein [Arabidopsis thaliana] 



Seq. No. 


306891 


Seq. ID 


uC-zmflb73181el2b2 


Method 


BLASTN 


NCBI GI 


g459267 


BLAST score 


40 


E value 


1.0e-13 


Match length 


64 


% identity 


91 


NCBI Description 


Z.mays gene for HMG protein 


Seq. No. 


306892 


Seq. ID 


uC-zmflb73181fl2bl 


Method 


BLASTX 


NCBI GI 


g397396 


BLAST score 


217 


E value 


9.0e-18 


Match length 


54 


% identity 


80 


NCBI Description 


(X66077) DNA-binding protein 


Seq. No. 


306893 


Seq. ID 


uC-zmflb73181h09bl 


Method 


BLASTX 


NCBI GI 


gl29916 



43549 
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. BLAST score 
E- value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



318 & , r 

1.0e-29 

84 

79 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 

306894 

uC-zmflb73182a02al 

BLASTN 

g397395 

121 

8.0e-62 

133 

98 

Z.mays MNBlb mRNA for DNA-binding protein 
306895 

uC-zmflb73182b07al 

BLASTX 

gl30582 

200 

2.0e-15 

123 

34 

RETROVIRUS -RELATED POL POLYPROTEIN FROM TRANSPOSON TNT 1-94 
[CONTAINS: PROTEASE ; REVERSE TRANSCRIPTASE ; ENDONUCLEASE] 

>gi_100342__pir S04273 hypothetical protein - common 

tobacco >gi_20045_emb_CAA32025_ (X13777) ORF [Nicotiana 
tabacum] 

306896 

uC-zmflb73182b!0bl 

BLASTX 

g585204 

483 

1.0e-48 

117 

81 

GLUTAMINE SYNTHETASE ROOT ISOZYME 4 (GLUTAMATE — AMMONIA 

LIGASE) (GS107) >gi_481809_pir S39480 glut amate— ammonia 

ligase (EC 6.3.1.2) 1-4, cytosolic - maize 

>gi__434330__emb_CAA46722_ (X65929) glutamine synthetase [Zea 
mays] 

306897 

uC-zmflb73182c07al 

BLASTN 

g4416300 

267 

1.0e-148 

367 
93 

Zea mays chromosome 4 22 kDa zein-associated intercluster 
region, complete sequence 



43550 



11) 



S'eq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306898^ 

uC-zmflb73182d04al 

BLASTN 

g871493 

42 

2.0e-14 

50 

96 

O.sativa ZB8 gene 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306899 

uC-zmflb73182e04bl 

BLASTX 

g2465923 

242 

2.0e-20 

141 

39 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



306900 

uC-zmflb73182f01bl 

BLASTX 

g2244975 

181 

2.0e-13 

64 
59 

(Z97340) hypothetical protein 



[Arabidopsis thaliana] 



306901 

uC-zmflb73182g09bl 

BLASTN 

g2245648 

128 

1.0e-65 

148 

97 

Zea mays discolored-1 (mutant allele dscl-Ref : :Mul) gene, 
partial sequence 

306902 

uC-zmflb73183g03bl 

BLASTX 

gll3497 

273 

5.0e-24 

76 

62 

ALPHA- GALACTOS I DAS E PRECURSOR (MELIBIASE) 
(ALPHA- D- GALACTOS I DE GALACTOHYDROLASE ) 

>gi_99880_pir S07472 alpha-galactosidase (EC 3.2.1.22) 

precursor - guar >gi_18292_emb__CAA32772_ (X14619) 
alpha-galactosidase preproprotein [Cyamopsis tetragonoloba] 



43551 



-Seq-. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306903 . 
' uC-zmflb73183h04bl ' : 
BLASTX 
g4056489 
146 

4.0e-09 

80 

54 

(AC005896) putative white protein [Arabidopsis thaliana] 
306904 

uC-zmflb73184b03bl 

BLASTX 

g2582971 

221 

7.0e-35 

150 

55 

(D83711) TKRP125 [Nicotiana tabacum] 
306905 

uC- zmf lb7 3 1 8 4 dO 9bl 

BLASTX 

g2760317 

158 

8.0e-22 

129 

47 

(AC002130) F1N21.1 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



306906 

uC-zmflb73184dl2al 

BLASTX 

g3041738 

194 

8.0e-15 

54 

67 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-1-ETA) (CCT-ETA) 
(HIV-1 NEF INTERACTING PROTEIN) >gi_2559010 (AF026292) 
chaperonin containing t-complex polypeptide 1, eta subunit; 
CCT-eta [Homo sapiens] 

306907 

uC-zmflb73184g07al 

BLASTX 

g3128173 

304 

4.0e-28 

108 
65 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
306908 

uC-zmflb73184h09bl 

BLASTX 

g2984709 



43552 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



522 . , 

3.0e-53 ' c ' ^ 

131 

79 

(AF0534 68) DnaJ-related protein ZMDJ1 [Zea mays] 
306909 

uC-zmflb73185c03bl 

BLASTX 

g3873823 

180 

4.0e-13 

91 

43 

(Z73422) predicted using Genefinder [Caenorhabditis 
elegans] 



Seq. No. 


306910 


Seq. ID 


uC-zmflb73185cllbl 


Method 


BLASTN 


NCBI GI 


g!69818 


BLAST score 


44 


E value 


9. Oe-16 


Match length 


100 


% identity 


86 


NCBI Description 


Rice 25S ribosomal RNA gene 


Seq. No. 


306911 


Seq. ID 


uC-zmflb73185gl2al 


Method 


BLASTN 


NCBI GI 


g498774 


BLAST score 


155 


E value 


7.0e-82 


Match length 


262 


% identity 


90 


NCBI Description 


Z.mays (cv DH5xDH7) hsp70-5 : 


Seq. No. 


306912 


Seq. ID 


uC-zmflb73186a05bl 


Method 


BLASTX 


NCBI GI 


g548770 


BLAST score 


613 


E value 


6.0e-64 


Match length 


146 


% identity 


83 


NCBI Description 


60S RIBOSOMAL PROTEIN L3 >gi 




protein L3 - rice >gi_303853^ 




ribosomal protein L3 [Oryza 


Seq. No. 


306913 


Seq. ID 


uC-zmflb73186f01bl 


Method 


BLASTX 


NCBI GI 


g2288985 


BLAST score 


151 


E value 


9.0e-10 


Match length 


64 


% identity 


50 



S38359 ribosomal 



43553 



NCBI Description (AC002335) ..hypothetical protein [Arabidopsis -thaliana] 



beq. NO . 


jU oy 14 


beq. ID 


uC-zmtlD / JlootUzDl 


Metnoa 


BLASTX 


NCBI GI 


g548770 


BLAST score 


292 


E value 


9. Oe-27 


Match length 


71 


% identity 


79 


NCBI Description 


bUS RIBOSOMAL PROTEIN L3 >gi 481228 pir S38 359 riDOSOmal 




protein L3 - rice >gi 303853 dbj BAA02155 (D12630) 




ribosomal protein L3 [Oryza sativa] 


Seq. No. 




Seq. ID 


uC-zmflb73186f05bl 


Method 


BLASTX 


NCBI GI 


g3367591 


BLAST score 


188 


E value 


5. Oe-14 


Matcn length 


/8 


% identity 


51 


NCBI Description : 


(AL031135) putative protein [Arabidopsis thalianal 


Seq. No. 


306916 


Seq. ID 


uC-zmflb73186fllbl 


Method 


BLASTX 


NCBI GI 


g3061308 


BLAST score 


177 


E value 


3.0e-13 


Match length 


75 


% identity 


49 


NCBI Description 


(AB006074) topoisomerase III [Mus musculus] 


Seq. No. 


306917 


Seq. ID 


uC- zmf lb 7 318 6h0 lbl 


Method 


BLASTX 


NCBI GI 


g3024018 


BLAST score 


247 


E value 


1.0e-21 


Match length 


59 


% identity 


80 


NCBI Description 


INITIATION FACTOR 5A (EIF-5A) (EIF-4D) 




>gi_1546919_eiab CAA69225 (Y07920) translation initiation 




factor 5A [Zea mays] >gi_2668738 (AF034943) translation 




initiation factor 5A [Zea mays] 


Seq. No. 


306918 


oeq. iu 


uu—zmiiD / jioDnu / joi 


Method 


BLASTX 


NCBI GI 


g3789948 


BLAST score 


141 


E value 


1.0e-15 


Match length 


64 


% identity 


72 


NCBI Description 


(AF094773) translation initiation factor 5A [Oryza sativa; 



43554 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30691$ 

uC-zmiib73187c04bl " - 

BLASTX 

g3850821 

442 

9.0e-44 

173 

54 

(Y18350) U2 snRNP auxiliary factor, large subunit 
[Nicotiana plumbagini folia] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

,% identity 

NCBI Description 



306920 

uC-zmflb73187d01bl 

BLASTN 

g2984708 

36 

3.0e-ll 

44 

95 

Zea mays DnaJ-related protein ZMDJ1 
cds 



(mdJl) gene f complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



306921 

uC-zmflb73187d09bl 

BLASTX 

gl076820 

161 

2.0e-ll 

35 
83 

phosphoglycerate mutase (EC 5. 



t . 2 . 1) - maize 



306922 

uC-zmflb73187e05bl 

BLASTX 

g3122753 

239 

3.0e-20 

71 

65 

60S RIBOSOMAL PROTEIN L44 >gi_2244789_emb_CAB10211 . 1_ 
(Z97336) ribosomal protein [Arabidopsis thaliana] 

306923 

uC-zmflb73187ellbl 

BLASTX 

g2961375 

140 

9.0e-09 

50 

50 

(AL022141) NAM like protein [Arabidopsis thaliana] 
306924 

uC-zmflb73188b05bl 

BLASTX 

g2982431 



43555 



#f. BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI * 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



468 

7.ae-47 

167 
5 

(AL022224) leucine rich repeat-like protein [Arabidopsis 
thaliana] 

306925 

uC-zmflb73188b09bl 

BLASTX 

g2832625 

321 

1.0e-29 

101 
59 

(AL021711) putative protein [Arabidopsis thaliana] 



306926 

uC-zmflb73188cllbl 

BLASTN 

g602252 

74 

1.0e-33 

158 
87 

Zea mays enolase (eno2) 



mRNA, complete cds 



306927 

uC-zmflb73188d05bl 

BLASTX 

g3600035 

146 

1.0e-09 

48 

58 

(AF080119) contains similarity to GTP-binding proteins 
[Arabidopsis thaliana] 

306928 

uC-zmflb73188d09bl 

BLASTX 

g2914700 

229 

2.0e-19 

58 
78 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis 
thaliana] 

306929 

uC-zmflb73188e04al 

BLASTN 

gl458135 

35 

3.0e-10 

59 
90 



43556 



NCBI Description 



Mus musculus histone H3.1-D (H3-D) and histone H4-D (H4-D) 
genes> complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306930 

uC-zmflb73188ellbl 

BLASTX 

gl37460 

255 

4.0e-22 

76 

70 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 

SUBUNIT) >gi_67952_pir PXPZV9 H+-transporting ATPase (EC 

3.6.1.35), vacuolar, 69K chain - carrot >gi_167560 (J03769) 
vacular H+-ATPase [Daucus carota] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% . identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306931 

uC-zmflb73188f03bl 

BLASTN 

g550435 

82 

1.0e-38 

106 
94 

Z.mays CYP71C1 mRNA for cytochrome P- 



450 



306932 

uC-zmflb73188h03bl 

BLASTX 

g3747048 

197 

8.0e-16 

48 

81 

(AF093539) methionine synthase [Zea mays] 
306933 

uC-zmflb73188hl2bl 

BLASTX 

g300265 

165 

5.0e-12 

36 

94 

HSP68=68 kda heat-stress DnaK homolog [Lycopersicon 
peruvianum=tomatoes, Peptide Mitochondrial Partial, 580 aa] 

306934 

uC-zmflb73189c06bl 

BLASTX 

g3242789 

224 

8.0e-19 

64 

64 

m (AF0553SJi. respiratory burst oxidase protein D [Arabidopsis 
thaliana] 



43557 



-I&eq . No . 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



306935 

uC-zmflb73189g03bl 

BLASTX 

g3193324 

175 

1.0e-12 

107 

38 

(AF069299) contains similarity to 
repeats (Pfam: G-beta.hmm, score: 
[Arabidopsis thaliana] 



WD domains , G-beta 
22.80 and 35.84} 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306936 

uC-zmflb73190d08bl 

BLASTX 

g3258570 

154 

4.0e-10 

127 

37 

(U89959) Unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306937 

uC-zmflb73190f07bl 

BLASTX 

gl771158 

197 

4.0e-15 

149 

30 

(Y07861) MFP1 protein 



[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306938 

uC-zmflb73191b02bl 

BLASTN 

g21449 

75 

4.0e-34 

79 
99 

S. tuberosum DNA for 



U6 small nuclear RNA promoter region 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306939 

uC-zmflb73191bl2bl 

BLASTX 

g!181673 

618 

2.0e-64 

122 

98 

(U41652) heat shock protein cognate 



70 [Sorghum bicolor] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



306940 

uC-zmflb73191c02bl 

BLASTX 

g2554835 



43558 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



274- 
3.0e-24 
89 
64 

Chain I, Acetohydroxy Acid Isomer or educt as e Complexed With 
Nadph, Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) >gi_2554836_pdb_lYVE_J Chain J, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) >gi_2554837_pdb_lYVE_K Chain K, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph , 
Magnesium And Inhibitor Ipoha (N-Hydroxy-N- 
Isopropyloxamate) >gi_2554838_pdb_lYVE_L Chain L, 
Acetohydroxy Acid Isomeroreductase Complexed With Nadph, 
Magnesium And Inhibitor Ipoha {N-Hydroxy-N- 
Isopropyloxamate) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306941 

uC-zmflb73191hllbl 

BLASTX 

g3075390 

202 

2.0e-31 

89 
82 

{AC004484) protein kinase ARSK1 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306942 

uC-zmflb73192c03al 

BLASTN 

g2935572 

43 

5.0e-15 

131 

84 

Oryza sativa strain Indica IR58 KNOX class homeodomain 
protein (Oskn2) mRNA, complete cds 

306943 

uC-zmflb73192d06bl 

BLASTX 

g2317910 

200 

5.0e-22 

101 

51 

(U89959) CER1 protein [Arabidopsis thaliana] 
306944 

uC-zmflb73192e09al 

BLASTN 

g!698669 

112 

3.0e-56 

220 

88 

Zea mays S-like RNase 



(kinl) mRNA, complete cds 



43559 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306945 ~* ' 

uC-zmflb73192f09bl 

BLASTX 

g4006831 

163 

7.0e-19 

137 
33 

(AC005970) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306946 

uC-zmflb73192gl0bl 

BLASTX 

g4455338 

344 

3. Oe-33 

117 

62 

(AL035525) putative protein [Arabidopsis thaliana] 
306947 

uC-zmflb73193a01bl 

BLASTX 

gll3621 

361 

1.0e-57 

138 

85 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196j?ir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi__168420 (M16220) aldolase 
[Zea mays] >gi__2 95 85 0_emb_CAA3 13 66_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 



Seq. No. 


306948 


Seq. ID 


uC-zmflb73193a05al 


Method 


BLASTN 


NCBI GI 


g498772 


BLAST score 


219 


E value 


1.0e-120 


Match length 


289 


% identity 


95 


NCBI Description 


Z.mays (cv DH5xDH7) : 


Seq. No. 


306949 


Seq. ID 


uC-zmflb73193b04bl 


Method 


BLASTN 


NCBI GI 


g483443 


BLAST score 


65 


E value 


5.0e-28 


Match length 


65 


% identity 


100 


NCBI Description 


Z.mays IBP2 mRNA for 



-4 mRNA for heat shock protein 



43560 



Seq. No. 


out) you 




beq. ID 


ZltiriJj / jl jjJjU -7JJX 




Dae rnoa 






NCBI GI 


gll81331 




BLAST score 


193 




E value 


*5 f\ ~ . 1*7 




Match length 


n 1 

91 




% identity 


56 




JMCbX Description 


(a / /ooyj camexm 


[Zea mays] 


Seq. No. 


306951 




beq. id 


n p_ -7TTI-F1 V\7 "31 Q^ol Hal 






PT 2\QTY 

OJ-LTIO 1 A 






«901 *5Q 7 1 

g^zi oo / 1 




BLAST score 


158 




E value 


8.0e-ll 




Match length 


ol 




-6 identity 


DO 




NCBI Description 


(AFUUolzo) poly (A) 


-binding p 




crystallinum] 




Seq. No. 


306952 




beq. id 


nT-rrmf 1 K7"31 Q^-PI Oral 

uu""ZinriD /oiyjiiuai 




i v Jci.noci 


TAT TiQTM 




NCBI GI 


gl68462 




BLAST score 


43 




E value 


8.0e-15 




Match length 


66 




% identity 


93 





NCBI Description 



Zea mays defective suppressor-mutator from the 
brittle-l-mutable allele 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306953 

uC-zmflb73193g04bl 

BLASTX 

gl22022 

346 

1.0e-32 

74 

95 

HISTONE H2B >gi_283025_pir S22323 histone H2B - wheat 

>gi_21801_emb_CAA42530_ (X59873) histone H2B [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



306954 

uC-zmflb73193hl0bl 

BLASTX 

gl086149 

704 

1.0e-74 

151 
89 

psaA protein - Sorghum chloroplast 
306955 

uC-zmflb73194c05b2 
BLASTX 



43561 



NCBI GI ^ 
BLAST secure 
E value 
Match length 
% identity 
NCBI Description 



g25S6083 
234 

3.0e-19 

176 
8 

(U72725) receptor kinase-like protein [Oryza 
longistaminata] 



Seq. No. 


306956 


Seq. ID 


uC-zmflb73194cl2b2 


Method 


BLASTX 


NCBI GI 


g4455331 


BLAST score 


245 


E value 


1 . (Je-zU 


Match length 


97 


% identity 


45 


NCBI Description 


(AL035525) putative ; 


Seq. No. 


306957 


Seq. ID 


uC-zmflb73194e09b2 


Method 


BLASTX 


NCBI GI 


g2191187 


BLAST score 


167 


E value 


2.0e-ll 


Match length 


70 


% identity 


47 


NCBI Description 


(AF007271) contains 



a DNAJ-like domain 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



306958 

uC-zmflb73194f09b2 

BLASTX 

g2384758 

695 

2.0e-73 

136 

96 

(AF016896) GDP dissociation inhibitor protein OsGDIl [Oryza 
sativa] 

306959 

uC-zmflb73194fl2b2 

BLASTN 

g949979 

52 

4.0e-20 

85 

92 



NCBI Description Z.mays Glossy2 locus DNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



306960 

uC-zmflb73194g04b2 

BLASTX 

g4539662 

260 

4.0e-35 

141 



43562 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



57 

(AF061282) polyprotein [Sorghum bicolor] 
306961 

uC-zmflb73194h03b2 

BLASTX 

g2493650 

242 

2.0e-20 

148 

45 

RUBISCO SUBUNIT BINDING- PROTEIN BETA SUBUNIT (60 KD 
CHAPERONIN BETA SUBUNIT) {CPN-60 BETA) 
>gi__1167858_emb_CAA93139_ (Z68903) chaperonin [Secale 
cereale] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306962 

uC-zmflb73194h05b2 

BLASTX 

g2979544 

228 

1.0e-18 

111 
50 

(AC003680) putative cytochrome P-450 [Arabidopsis thaliana] 
306963 

uC-zmflb73194h08b2 

BLASTN 

g4388782 

143 

1.0e-74 

219 

91 

Zea mays 4 OS ribosomal protein S27 homolog mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306964 

uC-zmflb73194hllb2 

BLASTN 

g3955064 

42 

4.0e-14 

82 

88 

Zea mays PHYT I gene for acidic phytase 
306965 

uC-zmflb73195c03bl 

BLASTX 

g2829897 

184 

2.0e-13 

63 

57 

(AC002311) Unknown protein [Arabidopsis thaliana] 



43563 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306966 

uC-zmflb73195fl0bl 

BLASTX 

g4455351 

195 

6.0e-15 

55 
58 

(AL035524) putative protein [Arabidopsis thaliana] 
306967 

uC-zmflb73195gl2bl 

BLASTX 

g2129753 

348 

1.0e-32 

139 

56 

threonine synthase (EC 4.2.99.2) precursor - Arabidopsis 
thaliana (fragment) >gi_1448917 (L41666) threonine synthase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306968 

uC-zmflb73195h08bl 

BLASTX 

g!345132 

472 

3.0e-47 

164 

8 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi__1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306969 

uC-zmflb73196a07bl 

BLASTX 

gl!99467 

257 

3.0e-22 

112 

42 

(D64155) possible aldehyde decarbonylase 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306970 

uC-zmflb73196b01bl 

BLASTX 

g2668742 

429 

3.0e-42 

86 
97 

(AF034945) glycine-rich RNA binding protein [Zea mays] 



Seq. No, 



306971 



43564 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



uC-zmflt>73196b03bl 

BLASTX 

g4406784 

259 

2.0e-22 

146 

38 

(AC006532) putative oligopeptide transport protein 
[Arabidopsis thaliana] 

306972 

uC-zmflb73196hl0bl 

BLASTX 

gl25065 

251 

2.0e-21 

121 

50 

60 KD JASMONATE- INDUCED PROTEIN >gi_4197 95_pir S25092 

j a smonate- induced protein - barley >gi_19011_emb_CAA47017_ 
(X66376) jasmonate-induced protein [Hordeum vulgare] 

306973 

uC-zmflb73197b01bl 

BLASTX 

g4263787 

165 

3.0e-ll 

44 

73 

(AC006068) unknown protein [Arabidopsis thaliana] 
306974 

uC-zmflb73197c08bl 

BLASTN 

g551482 

239 

1.0e-132 

431 

94 

Zea mays ABA- and ripening-inducible-like protein mRNA, 
complete cds 

306975 

uC-zmflb73197ellbl 

BLASTX 

g2980781 

174 

1.0e-12 

58 

57 

(AL022198) putative protein [Arabidopsis thaliana] 
306976 

uC-zmflb73197f08bl 

BLASTX 

g!706958 



43565 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



271 

8.0e-24 

146 

32 

(U58284) cellulose synthase [Gossypium hirsutum] 
306977 

uC-zmflb73198al2bl 

BLASTX 

g2493147 

182 

1.0e-13 

50 

74 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi_85757^ 
(U27098) H+-ATPase [Oryza sativa] 

306978 

uC-zmflb73198d07bl 

BLASTX 

g2924247 

211 

4.0e-25 

67 

90 

(Y07782) expansin [Oryza sativa] 
306979 

uC-zmflb73198dl2bl 

BLASTX 

g2191178 

163 

4.0e-ll 

108 

37 

(AF007270) contains similarity to MIPP proteins 
[Arabidopsis thaliana] 



Seq. No. 


306980 


Seq. ID 


uC-zmflb73198g03bl 


Method 


BLASTX 


NCBI GI 


g4538978 


BLAST score 


209 


E value 


1.0e-16 


Match length 


71 


% identity 


56 


NCBI Description 


(AL049487) hypothetical ; 


Seq. No. 


306981 


Seq. ID 


uC-zmflb73198h09bl 


Method 


BLASTN 


NCBI GI 


g4512215 


BLAST score 


89 


E value 


2.0e-42 


Match length 


118 


% identity 


92 


NCBI Description 


Zea mays ZmRRl mRNA for 



43566 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



306982 

uC-zmflb73199a07bl 

BLASTX 

g532623 

251 

1.0e-21 

87 

64 

(L35913) lipase [Zea mays] 
306983 

uC-zmflb73199b05bl 

BLASTX 

gl083942 

149 

7.0e-10 

69 

43 

rubber particle cytochrome P450 - guayule 
>gi_791093_emb_CAA55025__ (X78166) rubber particle protein 
[Parthenium argent atum] 



306984 

uC-zmflb73199d05bl 

BLASTN 

g2773153 

41 

9.0e-14 

81 

88 

Oryza sativa abscisic acid- 
(Asrl) mRNA, complete cds 



and stress-inducible protein 



306985 

uC-zmflb73199ellbl 

BLASTX 

g4519671 

147 

6.0e-10 

111 

41 

(AB017693) transfactor [Nicotiana tabacum] 
306986 

uC-zmflb73199h09bl 

BLASTX 

gl632822 

306 

3.0e-33 

77 

94 

(Y08962) transmembrane protein [Oryza sativa] >gi__1667594 
(U77297) transmembrane protein [Oryza sativa] 

306987 

uC-zmflb73200a06bl 



43567 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX ^ ^ 

gl35411 

477 

5.0e-48 

99 

95 

TUBULIN ALPHA- 2 CHAIN >gi_82732_pir S15772 tubulin alpha-2 

chain - maize >gi_22148_emb_CAA33733_ (X15704) 
alpha2-tubulin [Zea mays] 

306988 

uC-zmflb73200al0bl 

BLASTX 

gll5771 

484 

1.0e-48 

109 

83 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X147 94) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



306989 

uC-zmflb73200b01bl 

BLASTN 

gl296954 

35 

4.0e-10 

51 

92 

O.sativa mRNA for novel protein, 



306990 

uC-zmflb73200b06bl 

BLASTX 

g2625154 

177 

4.0e-13 

75 

56 

(AF032877) alpha-tubulin 



osr40cl 



[Chloromonas sp. ANT 3] 



306991 

uC-zmflb73200c01bl 

BLASTX 

g4128133 

154 

6.0e-18 

74 

64 

(AJ006068) dTDP-D-glucose 4 , 6-dehydratase [Homo sapiens] 
306992 

uC-zmflb73200c09bl 
BLASTN 



43568 



# 



NCBI GI g396148 

BLAST score 132 

E value 7.0e-68 

Match length 220 

% identity 91 

NCBI Description Z.mays CHI gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306993 

uC-zmflb73200d06al 

BLASTX 

g3980412 

154 

3.0e-10 

75 

52 

(AC004561) pumilio-like protein [Arabidopsis thaliana] 



Seq. No. 


306994 


Seq. ID 


uC-zmflb73200d07bl 


Method 


BLASTX 


NCBI GI 


g4099148 


BLAST score 


310 


r E value 


3.0e-28 


Match length 


71 


% identity 


83 


NCBI Description 


(U84268) YLP [Hordeum 


Seq. No. 


306995 


Seq. ID 


uC-zmflb73200f02bl 


Method 


BLASTX 


NCBI GI 


g2119278 


BLAST score 


268 


E value 


9.0e-49 


Match length 


114 


% identity 


80 


NCBI Description 


tubulin beta-1 chain - 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306996 

uC-zmflb73200f09bl 

BLASTX 

g!35411 

523 

3.0e-53 

113 

88 

TUBULIN ALPHA- 2 CHAIN >gi_82732_pir S15772 tubulin alpha-2 

chain - maize >gi_22148_emb_CAA33733_ (X15704) 
alpha2-tubulin [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



306997 

uC-zmflb73200h02al 

BLASTN 

g22245 

176 

2.0e-94 

248 

93 



43569 



NCBI Description 



Zea mays DNA for cin4 element 
transcriptase) 



(showing homology to reverse 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



306998 

uC-zmflb73200h02bl 

BLASTN 

g3452296 

62 

2.0e-26 

117 

90 

Zea mays retrotransposon Ji-4 3' LTR, partial sequence 
306999 

uC-zmflb73200h09bl 

BLASTX 

g2076623 

251 

2.0e-21 

77 

62 

(Z95151) PtrB [Mycobacterium leprae] 
307000 

uC-zmflb73201c03bl 

BLASTX 

g!703200 

220 

4.0e-23 

127 
72 

PROTEIN KINASE AFC 2 >gi_601789 (U16177) protein kinase 
[Arabidopsis thaliana] >gi_642130_dbj_BAA08214_ (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi_4220516_emb_CAA22989_ (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 

307001 

uC-zmflb73201e08bl 

BLASTX 

g2160161 

211 

1.0e-16 

154 

11 

(AC000132) F21M12.7 gene product 



[Arabidopsis thaliana] 



307002 

uC-zmflb73201f07bl 

BLASTX 

g2062167 

310 

2.0e-28 

122 
49 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



43570 



Seq. Ncu 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



307003 . 

uC-zmflb73201g07bl 

BLASTX 

gl498597 

160 

4.0e-ll 

53 
66 

(U66105) phospholipid transfer protein [Zea mays] 



307004 

uC- zmf lb7 32 0 lhO 9bl 

BLASTX 

g2887333 

149 

1.0e-09 

63 

44 

(AL021817) lysophospholipase 



[Schizosaccharomyces pombe] 



307005 

uC-zmflb73202al0bl 

BLASTN 

g2832242 

94 

2.0e-45 

172 

89 

Zea mays 22-kDa alpha zein gene cluster, complete sequence 
307006 

uC- zmf lb7 32 0 2 dO 5bl 

BLASTX 

g2791834 

272 

3.0e-24 

63 

87 

(AF041463) elongation factor 1-alpha [Manihot esculenta] 
307007 

uC-zmflb73202ellbl 

BLASTN 

g602605 

122 

2.0e-62 

178 

65 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 
307008 

uC-zmflb73203cl2al 

BLASTX 

g3128231 

213 

4.0e-17 



43571 



Match length 

identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 
16 

(AC004077) hypothetical protein [Arabidopsis thaliana] 
>gi_3337370 (AC004481) hypothetical protein [Arabidopsis 
thaliana] 

307009 

uC-zmflb73203e05al 

BLASTN 

g563234 

111 

9.0e-56 

195 

89 

Zea mays xyloglucan endo-transglycosylase homolog gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



307010 

uC-zmflb73204a03bl 

BLASTX 

g!68404 

162 

2.0e-17 

50 
79 

(J01238) actin [Zea mays] 
307011 

uC-zmflb73204b02bl 

BLASTX 

g2921304 

301 

8.0e-28 

66 

92 

(AF033496) herbicide safener binding protein [Zea mays] 
307012 

uC-zmflb73204b06bl 

BLASTX 

gll67955 

215 

3.0e-17 

107 
46 

(U434 97) putative 32.7 kDa j asmonate-induced protein 
[Hordeum vulgare] >gi__2465428 (AF021257) 32 kDa protein 
[Hordeum vulgare] 

307013 

uC-zmflb73204b07bl 

BLASTX 

g3249085 

282 

3.0e-25 

101 

57 



43572 



NCBI Description 



(AC004473) T13D8.31 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307014 

uC-zmflb73204d04al 

BLASTX 

g629844 

254 

6. 0e-22 

66 

79 

heat shock protein hsp70-5 - maize (fragment) 

>gi_4 98775_emb_CAA55184_ (X78415) heat shock protein 70 kDa 

[Zea mays] 



Seq. No. 


307015 


Seq. ID 


uC-zmflb73204d09bl 


Method 


BLASTX 


NCBI GI 


g3935157 


BLAST score 


184 


E value 


3.0e-14 


Match length 


42 


% identity 


79 


NCBI Description 


(AC005106) T25N20.21 


Seq. No. 


307016 


Seq. ID 


uC-zmflb73204g06bl 


Method 


BLASTN 


NCBI GI 


g4584684 


BLAST score 


72 


E value 


4.0e-32 


Match length 


207 


% identity 


84 


NCBI Description 


Hordeum vulgare high 




(18kDa) 


Seq. No. 


307017 


Seq. ID 


uC-zmflb73205a07b2 


Method 


BLASTX 


NCBI GI 


g3860272 


BLAST score 


293 


E value 


2.0e-26 


Match length 


62 


% identity 


90 


NCBI Description 


(AC005824) putative si 




thaliana] >gi_4314399 




protein [Arabidopsis ■ 


Seq. No. 


307018 


Seq. ID 


uC-zmflb73205a08b2 


Method 


BLASTX 


NCBI GI 


g4455278 


BLAST score 


209 


E value 


1.0e-16 


Match length 


124 


% identity 


40 



NCBI Description (AL035527) hypothetical protein [Arabidopsis thaliana] 



43573 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



307019 

uC-zmflb73205dQ4b2 

BLASTN 

g644492 

74 

6.0e-34 

110 

92 

Corn elongation factor lalpha gene, complete cds 
307020 

uC-zmflb73205dllb2 

BLASTX 

g2829910 

220 

5.0e-18 

106 

23 

(AC002291) Unknown protein, contains regulator of 
chromosome condensation motifs [Arabidopsis thaliana] 

307021 

uC-zmflb73205g03b2 

BLASTX 

g642134 

393 

2.0e-38 

87 

80 

(D45355) protein kinase [Arabidopsis thaliana] 
>gi_3063704_emb_CAA18595.1_ (AL022537) protein kinase AME3 
[Arabidopsis thaliana] 

307022 

uC-zmflb73205hl2b2 

BLASTX 

gl076746 

491 

9.0e-50 

99 

94 

heat shock protein 70 - rice (fragment) 

>gi_763160_emb__CAA47948_ (X67711) heat shock protein 70 
[Oryza sativa] 

307023 

uC-zmflb73206bl0bl 

BLASTX 

g2980779 

204 

6.0e-16 

106 
40 

(AL022198) putative protein [Arabidopsis thaliana] 
307024 

uC-zmflb73206fllbl 



43574 



TuTrt 4-1-4 


BLASTN 


NCBI GI 


g3821780~ 


BLAST score 


35 


E value 


4 . Ue-lu 


Matcn lengtn 


OD 


% identity 


i Art 

100 


NCBI Description 


Xenopus laevis cDNA 


Seq. No. 


307025 


Seq. ID 


uC-zmf Ib73206g05bl 


Method. 




NCBI GI 


g2832685 


BLAST score 


550 


E value 


2 . Oe-56 


Mat.cn lengtn 


loo 


% identity 


80 


NCBI Description 


(AL021712) putative 


Seq. No, 


307026 


beq. ID 


uC- zmf lb 7 32 0 6gl2bl 


Metnoct 


T3T TV O rpv 

BLASTX 


JNUrSl bl 


gziyiio / 


BLAST score 


147 


E value 


4.0e-09 


Match length 


47 


% identity 


62 


NCBI Description 


(AF007271) contains 



[Arabidopsis thaliana] 



a DNAJ-like domain 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307027 

uC-zmflb73207a02bl 

BLASTN 

g435941 

58 

5.0e-24 

90 
91 

Oryza sativa Nipponbare bZIP DNA-binding factor (osZIP-la) 
mRNA, complete cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307028 

uC-zmflb73207a05bl 

BLASTX 

g961450 

161 

6.0e-ll 

97 

33 

(D63879) KIAA0156 gene product is related to Xenopus 
nucleolin. [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



307029 

uC-zmflb73207b06bl 

BLASTN 

g602605 

121 

1.0e-61 



43575 



Match length 
% identity - 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173 

60 - 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 
307030 

uC-zmflb73207b09bl 

BLASTX 

g!35104 

233 

2.0e-19 

57 

67 

MULTIFUNCTIONAL AMINOACYL-TRNA SYNTHETASE (CONTAINS: 
GLUTAMYL-TRNA SYNTHETASE ( GLUTAMATE — TRNA LIGASE) , AND 
PROLYL-TRNA SYNTHETASE ( PROLINE — TRNA LIGASE)) 

>gi_68554_pir SYHUQT glut amy 1-prolyl-tRNA synthetase - 

human >gi_31958_emb_CAA38224_ (X54326) glutaminyl-tRNA 
synthetase [Homo sapiens] 

307031 

uC-zmflb73207c07bl 

BLASTX 

g4587584 

512 

4.0e-52 

123 

81 

(AC007232) unknown protein [Arabidopsis thaliana] 
307032 

uC-zmflb73207e07bl 

BLASTX 

g4325370 

454 

8.0e-47 

115 

74 

(AF128396) similar to human phosphotyrosyl phosphatase 
activator PTPA (GB:X73478) [Arabidopsis thaliana] 

307033 

uC-zmflb73207e08bl 

BLASTX 

g2160156 

263 

6.0e-23 

95 

54 

(AC000132) 
synthetase 



Strong similarity to S. pombe leucyl-tRNA 
(gb Z73100). [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



307034 

uC-zmflb73207e09bl 

BLASTX 

g3088920 

158 

1.0e-14 



43576 



Match length 

% identity 

NCBI Description 



73 
59 

(AF059363) alcohol dehydrogenase D [Gossypium nelsonii] 
>gi_3088922 (AF059364) alcohol dehydrogenase D [Gossypium 
nelsonii] 



Seq. No. 


307035 


Seq. ID 


uC-zmflb73207f Olal 


Method 


BLASTX 


NCBI GI 


gl345502 


BLAST score 


289 


E value 


2 . 0e-35 


Match length 


ICC 

155 


% luentiT-y 




NCBI Description 


(X57297) TNP2 [Antirrhinum majus] 


Seq. No. 


307036 


Seq. ID 


uC-zmflb73207f07bl 


Method 


BLASTX 


NCBI GI 


g4038594 


BLAST score 


374 


E value 


5.0e-36 


Match length 


113 


% identity 


63 


NCBI Description 


(AJ222798) tDETl protein [Lycopersi< 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



>gi_4454332_emb_CAA11914_ (AJ224356) tDETl protein 
[Lycopersicon esculentum] 

307037 

uC-zmflb73207f09bl 

BLASTX 

g4325370 

374 

5.0e-36 

95 

72 

(AF128396) similar to human phosphotyrosyl phosphatase 
activator PTPA (GB:X73478) [Arabidopsis thaliana] 

307038 

uC-zmflb73207g01bl 

BLASTX 

g2982259 

396 

1.0e-38 

84 

88 

(AF051212) probable 60s ribosomal protein L13a [Picea 
mariana] 

307039 

uC-zmflb73207h06bl 

BLASTX 

g3892055 

366 

4.0e-35 
85 



43577 



% identity 

NCBI Description 



75 

(AC002330) putative transport protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307040 

uC-zmflb73207h09bl 

BLASTX 

g2982259 

152 

1.0e-ll 

51 

60 

(AF051212) probable 60s ribosomal protein L13a [Picea 
mariana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307041 

uC-zmflb73208al2bl 

BLASTX 

gl928991 

214 

2.0e-17 

89 
56 

(U92815) heat shock protein 70 precursor [Citrullus 
lanatus] 

307042 

uC-zmflb73208bl0bl 

BLASTX 

g4105131 

255 

2.0e-22 

79 

67 

(AF043539) ClpC protease [Spinacia oleracea] 
307043 

uC- zmf lb7 32 0 8 cO 9b 1 

BLASTX 

g3047104 

460 

4.0e-46 

115 

72 

(AF058919) No definition line found [Arabidopsis thaliana] 
307044 

uC-zmflb73208g09bl 

BLASTX 

g3660465 

391 

6.0e-38 

136 

57 

(AJ001753) Inositol 1, 3, 4-Trisphosphate 5/6 kinase 
[Arabidopsis thaliana] 



43578 



Seq. No. 

Seq. ID_ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307045 

uC-zmflb73210allbl 

BLASTX 

g!173027 

324 

5.0e-30 

91 

70 

60S RIBOSOMAL PROTEIN L31 >gi_915313 
protein L31 [Nicotiana glutinosa] 



(U23784) ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307046 

uC-zmflb73210b04bl 

BLASTX 

g4586021 

201 

1.0e-15 

43 

84 

(AC007170) putative cytoplasmic aconitate hydratase 
[Arabidopsis thaliana] 



307047 

uC-zmflb73210b05bl 

BLASTX 

gl944504 

204 

3.0e-16 

57 

75 

(D64036) protein cdc2 kinase 



[Oryza sativa] 



307048 

uC-zmflb73210bl0al 

BLASTN 

g2653557 

60 

4.0e-25 

136 

86 

Zea mays mRNA for ferredoxin-sulf ite reductase precursor, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307049 

uC-zmflb73210c08al 

BLASTN 

g2331300 

106 

1.0e-52 
206 
87 

Zea mays 
cds 



ribosomal protein S4 type I (rps4) mRNA, complete 



Seq. No. 
Seq. ID 
Method 



307050 

uC-zmflb73210c09bl 
BLASTX 



43579 



NCBI GI , g2911072 

BLAST score 222 

E value 2.0e-25 

Match length 101 

% identity 63 

NCBI Description (AL021960) putative protein [Arabidopsis thaliana] 

Seq. No. 307051 

Seq. ID uC-zmflb73210d05al 

; Method BLASTN 

NCBI GI g498772 

BLAST score 131 

E value 2.0e-67 

Match length 329 

% identity 86 

NCBI Description Z.mays (cv DH5xDH7) hsp70-4 mRNA for heat shock protein 

Seq. No. 307052 

Seq. ID uC-zmflb73210fllal 

Method BLASTX 

NCBI GI g4469015 

BLAST score 359 

E value 4.0e-34 

Match length 107 

% identity 70 

NCBI Description (AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307053 

uC-zmflb73212a03al 

BLASTN 

gl213276 

88 

6.0e-42 

123 

93 

Z.mays ZEMa gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307054 

uC-zmflb73212fl2al 

BLASTX 

g4263527 

197 

3.0e-15 

76 

51 

(AC004044) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307055 

uC-zmflb73213a07al 

BLASTX 

g3859944 

150 

1.0e-09 

64 

55 

(AF084570) FKBP12 interacting protein [Arabidopsis 
thaliana] 



43580 



Seq. No* 


i n c; a 


Seq. ID 


uu- zmtio / jZijau / di 


Method 


BLASTX 


NCBI GI 


g3859944 


BLAST score 


234 


E value 


1 . Oe-19 


Match length 


98 


% identity 


51 


NCBI Description 


(A£Uo40 / U) rixnirlZ 3 




thaliana] 


Seq. No. 


30 /Uo / 


Seq. ID 


, ^ ___ t UT501 QUfl 1 K1 

uC-zmrlD / ozloDUlDl 


Method 


BLASTN 


NCBI GI 


g312180 


BLAST score 


33 


E value 


4 . Oe-09 


Match length 


124 


% identity 


o "0 


NCBI Description 


Z.mays GapC4 gene 


Seq. No. 


307058 


Seq. ID 


uC-zmf lb73213allal 


Method 


BLASTN 


NCBI GI 


g2735016 


BLAST score 


61 


E value 


8.0e-26 


Match length 


212 


% identity 


86 


NCBI Description 


Zea mays KI domain 




complete cds 


Seq. No. 


307059 


Seq. ID 


uC-zmf lb73213dllbl 


Method 


BLASTX 


NCBI GI 


g2735017 


BLAST score 


657 


E value 


3.0e-69 


Match length 


124 


% identity 


99 


NCBI Description 


(U82481) KI domain 



FKBP12 interacting protein [Arabidopsis 



1 (KIK1) mRNA, 



1 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity- 

NCBI Description 



307060 

uC-zmflb73213f09al 

BLASTX 

g!172633 

219 

8.0e-18 

55 
78 

PROLIFERA PROTEIN >gi__675491 (L39954) contains MCM2/3/5 
family signature; PROSITE; PS00847; disruption leads to 
early lethal phenotype; similar to MCM2/3/5 family, most 
similar to YBR1441 [Arabidopsis thaliana] 



Seq. No. 



307061 



43581 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73214cl0bl 

BLASTX 

g3914005 

180 

6.0e-19 

106 
58 

MITOCHONDRIAL LON PROTEASE HOMOLOG 
(U85494) LON1 protease [Zea mays] 



1 PRECURSOR >gi_1816586 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307062 

uC-zmflb73214dl0bl 

BLASTX 

g2224915 

468 

8.0e-47 

140 

63 

(U95968) beta-expansin [Oryza sativa] 
307063 

uC-zmflb73214dl2bl 

BLASTX 

g4580395 

597 

6.0e-62 

173 

71 

(AC007171) putative kinesin-related protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307064 

uC-zmflb73214e03bl 

BLASTN 

g940880 

35 

4.0e-10 

71 

89 

Z.mays zag2 gene 



Seq. No. 307065 

Seq. ID uC-zmflb73214g!0bl 

Method BLASTX 

NCBI GI g4371293 

BLAST score 149 

E value 6.0e-10 

Match length 92 

% identity 39 

NCBI Description (AC006260) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 307066 

Seq. ID uC-zmflb73214hl0bl 

Method BLASTN 

NCBI GI g312180 

BLAST score 42 

E value 3.0e-14 



43582 



Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 
87 

Z.mays GapC4 gene 
307067 

uC-zmflb73215b02a2 

BLASTN 

g3821780 

36 

9.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
307068 

uC-zmflb73215b04a2 

BLASTN 

g2642212 

36 

5.0e-ll 

56 

91 

Zea mays nitrate-induced NOI protein gene, complete cds 
307069 

uC-zmflb73215f06a2 

BLASTN 

g22487 

34 

1.0e-09 

38 

97 

Maize gene for sucrose synthase 
307070 

uC- zmf lb7 3 2 1 6b0 6b2 

BLASTX 

g3789952 

359 

3.0e-34 

98 

74 

(AF094775) chlorophyll a/b-binding protein presursor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



307071 

uC-zmflb73216d05b2 

BLASTX 

g4539003 

210 

7.0e-17 

63 
63 

(AL049481) putative protein [Arabidopsis thaliana] 
307072 

uC-zmflb73216hllb2 



43583 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3449316 

41 

1.0e-13 

69 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9D7, complete sequence [Arabidopsis thaliana] 

307073 

uC-zmflb73217d03b2 

BLASTX 

g584866 

241 

1.0e-20 

68 

68 

CYTOCHROME P450 77A1 (CYPLXXVIIA1) (P-450EG6) 

>gi_542074_pir S40267 cytochrome P450 - eggplant 

>gi_438243_emb_CAA50647_ (X71656) P450 hydroxylase [Solanum 
melongena] 

307074 

uC-zmflb73217e02b2 

BLASTX 

g3249105 

329 

6.0e-31 

84 
73 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb X78886 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307075 

uC-zmflb73217f01b2 

BLASTX 

g2290772 

162 

9.0e-13 

93 

46 

(AF002164) AP-3 delta-adapt in subunit 
melanogaster] 



[Drosophila 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



307076 

uC-zmflb73217g06b2 

BLASTX 

g4567249 

265 

2.0e-23 

59 

81 

(AC007070) hypothetical protein [Arabidopsis thaliana] 
307077 

uC-zmflb73218a01b2 
BLASTX 



43584 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2632252 
179 

1.0e-21 

60 

87 

(Y12464) serine/threonine kinase [Sorghum bicolor] 



Seq. No. 
Seq* ID 

.Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307078 

uC-zmflb73218a05b2 

BLASTX 

g2252843 

152 

2.0e-10 

41 

68 

(AF013293) No definition line found [Arabidopsis thaliana] 
307079 

uC-zmflb73218f02b2 

BLASTX 

gll70937 

475 

9.0e-48 

116 

85 

S - ADENO S YLME T H I ON I NE SYNTHETASE 1 (METHIONINE 
ADENOS YLTRANS FERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307080 

uC-zmflb73218f09b2 

BLASTX 

gl483177 

190 

2.0e-14 

53 

60 

(D86598) antifreeze-like protein 



(af70) [Picea abies] 



307081 

uC-zmflb73219b01b2 

BLASTX 

g4455176 

353 

2.0e-33 

144 

52 

(AL035521) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



307082 

uC-zmflb73219b02b2 

BLASTX 

gl36063 

194 

4.0e-15 
36 



43585 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



97 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_68426_pir ISZMT triose-phosphate isomerase (EC 

5.3.1.1) - maize >gi_168647 (L00371) triosephosphate 
isomerase 1 [Zea mays] >gi_217 974_dbj_BAA00009_ (D00012) 
triosephosphate isomerase [Zea mays] 

307083 

uC-zmflb73219e07b2 

BLASTX 

gl707364 

180 

3.0e-28 

111 

68 

(X94626) AATP2 [Arabidopsis thaliana] 
307084 

uC-zmflb73219f06b2 

BLASTX 

g3688808 

211 

8.0e-17 

127 

40 

(AF084104) AcsA [Bacillus firmus] 
307085 

uC-zmflb73219fllb2 

BLASTX 

gl70644 

170 

4.0e-12 

62 

58 

(M92931) 5 T -phosphoribosyl-4- (N-succinocarboxamide) -5 -ami 
noimidazole synthetase [Vigna aconitifolia] 

307086 

uC-zmflb73219hl2b2 

BLASTN 

g3319339 

34 

2.0e-09 

46 

93 

Arabidopsis thaliana BAC F9D12 
307087 

uC-zmflb73220b02b2 

BLASTX 

g2190547 

200 

2.0e-15 

53 
68 



NCBI Description (AC001229) ESTs 



43586 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_T43256,gb_46316,gb_N64 930,gb_AA395255,gb_AA404382 come 
from this gene. [Arabidopsis thaliana ]~ 

307088 

uC-zmflb73220e09b2 

BLASTX 

g3402683 

142 

2.0e-09 

85 

36 

(AC004697) patatin-like protein [Arabidopsis thaliana] 
307089 

uC-zmflb73220fllb2 

BLASTX 

g2979557 

256 

4.0e-22 

133 

47 

(AC003680) hypothetical protein [Arabidopsis thaliana] 
>gi_3386625 (AC004665) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307090 

uC-zmflb73220g05b2 

BLASTX 

g3063449 

156 

2.0e-10 

66 
52 

(AC003981) F22013.ll 



[Arabidopsis thaliana] 



307091 

uC-zmflb73220g07b2 

BLASTX 

g899608 

390 

6.0e-38 

87 

19 

(U29158) polyubiquitin [Zea mays] 
307092 

uC-zmflb73220h09b2 

BLASTX 

g3135543 

353 

8.0e-34 

86 

84 

(AF062393) aquaporin [Oryza sativa] 



Seq. No. 
Seq. ID 



307093 

uC-zmflb73221a02bl 



43587 



Method 

NCBI 51 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3122673 

168 

3.0e-12 

54 
67 

60S RIBOSOMAL PROTEIN L15 >gi_2245027_emb_CAB10447_ 
(Z97341) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307094 

uC- zmf lb7 32 2 IcO 6b 1 

BLASTN 

g498772 

55 

4.0e-22 

83 

92 

Z.mays (cv DH5xDH7) hsp70-4 



mRNA for heat shock protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



307095 

uC-zmflb73221d03a2 

BLASTN 

g3319775 

84 

2.0e-39 

160 

87 

Zea mays mRNA for cytosolic seryl-tRNA synthetase 
307096 

uC-zmflb73221d07a2 

BLASTX 

g3152582 

145 

3.0e-09 

43 

58 

(AC002986) YUP8H12R.20 [Arabidopsis thaliana] 
307097 

uC-zmflb73221hl0a2 

BLASTN 

g2995254 

60 

4.0e-25 

110 

88 

Hordeum vulgare mRNA for hypothetical protein 
307098 

uC-zmflb73222b04bl 

BLASTN 

gl495250 

40 

5.0e-13 

80 

88 



43588 



NCBI Description A.thaliana mRNA for heat-shock protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307099 

uC-zmflb73222c08al 

BLASTX 

g3236261 

290 

5.0e-26 
84 
57 

(AC004684) 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307100 

uC-zmflb73222d01bl 

BLASTX 

g4006833 

161 

9.0e-ll 

87 
40 

(AC005970) putative reverse transcriptase [Arabidopsis 
thaliana] 

307101 

uC-zmflb73222fl2bl 

BLASTX 

gl350548 

193 

4.0e-16 

70 

59 

(L47609) heat shock-like protein [Picea glauca] 
307102 

uC-zmflb73222h01bl 

BLASTX 

g3212863 

479 

2.0e-48 

121 

78 

(AC004005) putative translation initiation factor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307103 

uC-zmflb73222h02bl 

BLASTN 

gl042267 

111 

2.0e-55 

118 

99 

{Mul element insertion site, 
119 nt] 



clone 19} [maize, Transposon, 



Seq. No. 



307104 



43589 



beq. lu 


uu — znirj.D / ozzznu yoi 


Method 




NCBI GI 


g3413704 


BLAST score 


221 


E value 


/ . ue-lo 


Match length 


TIT 

11 / 


% identity 


42 


NCBI Description 


tALUU4/4/j nyponne uicai protein [AraDioopsis rnaxianaj 


Seq. No. 


JQ/lUo 


beq. id 


ul- zmxiD /ozzzniiDi 


Method 




NCBI GI 


gll /ozlo 


bLZibi score 




E value 


3.0e-15 


Match length 


73 


% identity 


r o 
62 


NCBI Description 


40S RIBOSOMAL PROTEIN SloA >gi 440824 (L274 61) ribosomal 




protein S15 [Arabidopsis thaliana] >gi 2150130 (AF001412) 




cytoplasmic ribosomal protein S15a [Arabidopsis thaliana] 


Seq. No. 


307106 


Seq. ID 


uC— zmrlo / ozzoauiDz 


Method 


bloAb 1 A 


NCBI GI 


g3882018 


BLAST score 


266 


E value 


3 . Oe-23 


Match length 


111 


% identity 


48 


NCBI Description 


(Ylo3//) cytOKimn oxidase [Zea mays J 


Seq. No. 


307107 


Seq. ID 


uC-zmf lb73223f 07b2 


Mernoct 


rsliAb IJN 


NCBI GI 


g602605 


BLAST score 


36 


E value 


T A* T A 

1 . 0e-10 


Match length 


1 C\C\ 

1UU 


% identity 


84 


NCBI Description 


Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 


Seq. No. 


307108 


Seq. ID 


uC-zmrlb73223g05b2 


Method 


BLAS tx 


NCBI GI 


g231684 


BLAST score 


o no 


E value 


1 . 0e-38 


Match length 


t n o 

153 


% identity 


53 


NCBI Description 


PHOSPHOENOLPYRUVATE CARBOXYLASE (PEPCASE) 




>gi_282982 pir S25081 phosphoenolpyruvate carboxylase (EC 




4.±.i.oij riaveria pnngiei ^gi lo^^o eiriD lha^douj 




(X64144) phosphoenolpyruvate carboxylase [Flaveria 




pringlei] 


Seq. No. 


307109 


Seq. ID 


uC-zmflb73223g06b2 



43590 



1 Method 
NCBI gi 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
" BLAST score 
E value 
Match length 
% identity 
NCBI Description 



BLASTX 

g3786010 

176 

1.0e-12 

42 
81 

(AC005499) 



putative serine/threonine protein kinase 



[Arabidopsis thaliana] 

307110 ;a 

uC-zmflb73223gl0b2 

BLASTX 

g2244771 

201 

1.0e-15 

94 

45 

(Z97335) kinesin homolog [Arabidopsis thaliana] 
307111 

uC-zmflb73223h04b2 

BLASTX 

gl402910 

249 

3-0e-21 

81 
59 

(X98316) peroxidase [Arabidopsis thaliana] 

>gi_1429223_emb_CAA67550_ (X99096) peroxidase [Arabidopsis 
thaliana] 

307112 

uC-zmflb73224a05bl 

BLASTN 

gl651897 

510 

0.0e+00 

558 

98 

Synechocystis sp. PCC6803 complete genome, 3/27, 
271600-402289 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307113 

uC-zmflb73224a06bl 

BLASTN 

gl652225 

264 

1.0e-147 

412 
91 

Synechocystis sp. PCC6803 complete genome, 
630555-781448 



6/27, 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



307114 

uC-zmflb73224a07bl 

BLASTN 

gl653083 



43591 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



416 

0.0e+00 

416 

100 

Synechocystis sp. PCC6803 complete genome, 13/27, 
1576593-1719643 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307115 

uC-zmflb73224a09bl 

BLASTN 

gl653477 

213 

1.0e-116 

217 

100 

Synechocystis sp. PCC6803 complete genome, 
1991550-2137258 



16/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307116 

uC-zmflb73224a!2bl 

BLASTN 

gl651768 

245 

1.0e-135 

261 
98 

Synechocystis sp. PCC6803 
133860-271599 



complete genome, 2/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307117 

uC-zmflb73224b02bl 

BLASTX 

gl651664 

517 

7.0e-53 

104 

98 

(D90899) iron (III) dicitrate transport system permease 
protein FecE [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307118 

uC-zmflb73224b04bl 

BLASTN 

gl001396 

67 

4.0e-29 

67 

100 

Synechocystis sp. PCC6803 complete genome, 
2267260-2392728 



18/27, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



307119 

uC-zmflb73224b05b2 

BLASTX 

g3913426 

182 

7.0e-16 



43592 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 
52 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532048_emb_CAA69074_ (Y07766) 
S-adenosylmethionine decarboxylase [Oryza sativa] 

307120 

uC-zmflb73224b08bl 

BLASTN 

gl652225 

257 

1.0e-143 

269 

99 

Synechocystis sp. PCC6803 complete genome, 6/21, 
630555-781448 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307121 

uC-zmflb73224bl2bl 

BLASTX 

gl346061 

383 

6.0e-37 

76 

96 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE 1 (GAPDH 1) 

(GAP-1) >gi_1084175_pir S54150 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Synechocystis sp. (PCC 6803) 
>gi_785044_emb_CAA60134_ (X86375) glyceraldehyde 
3-phosphate dehydrogenase (phosphorylating) [Synechocystis 
sp.] 



Seq. No. 


307122 


Seq. ID 


uC- zmf lb7 32 2 4 cO 3b 1 


Method 


BLASTX 


NCBI GI 


gl!44565 


BLAST score 


292 


E value 


9.0e-27 


Match length 


67 


% identity 


91 


NCBI Description 


(U35144) Mg-Protopi 


Seq. No. 


307123 


Seq. ID 


uC-zmflb73224c06bl 


Method 


BLASTN 


NCBI GI 


gl652725 


BLAST score 


165 


E value 


9.0e-88 


Match length 


342 


% identity 


87 


NCBI Description 


Synechocystis sp. : 




1188886-1311234 


Seq. No. 


307124 


Seq. ID 


uC-zmflb73224c09bl 


Method 


BLASTN 


NCBI GI 


gl652956 



sp.] 



PCC6803 complete genome, 10/27, 



43593 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



410 

0.0e+00 

418 

100 

Synechocystis sp. 
1430419-1576592 



PCC6803 complete genome, 12/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



307125 

uC-zmflb73224cllb2 

BLASTN 

gl67027 

39 

1.0e-12 

59 
92 

Hordeum vulgare cold-regulated mRNA, partial cds 
307126 

uC-zmflb73224d05bl 

BLASTX 

gl651850 

380 

1.0e-36 

76 
89 

(D90900) NADH-glutamate synthase small subunit 
[Synechocystis sp.] 

307127 

uC-zmflb73224d06bl 

BLASTX 

gl651801 

472 

2.0e-66 

154 

86 

(D90900) potential FMN-protein [Synechocystis sp.] 
307128 

uC-zmflb73224d06b2 

BLASTX 

g2511531 

728 

3.0e-77 

138 
99 

(AF008120) alpha tubulin 1 [Eleusine indica] 
>gi_3163944_emb_CAA06618_ (AJ005598) alpha-tubulin 1 
[Eleusine indica] 

307129 

uC-zmflb73224d07bl 

BLASTX 

g3986110 

314 

6.0e-29 
123 



43594 



% identity 

NCBI Description- 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 

(AB012716) heat shock protein 70 cognate [Salix gilgiana] 



307130 

uC-zmflb73224d08bl 

BLASTN 

g2062705 

37 

3.0e-ll 

37 

100 

Human butyrophilin 



(BTF5) mRNA, complete cds 



307131 

uC-zmflb73224d09al 

BLASTX 

g4234846 

148 

1.0e-09 

84 
43 

(AF082130) gag-pol polyprotein [Zea mays] 
307132 

uC-zmflb73224e01bl 

BLASTN 

gl653477 

348 

0.0e+00 

368 

99 

Synechocystis sp. PCC6803 complete genome, 
1991550-2137258 



16/27, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



307133 

uC-zmflb73224e04bl 

BLASTX 

gl001455 

367 

2.0e-56 

134 

88 

(D63999) hypothetical protein 



[Synechocystis sp.] 



307134 

uC-zmflb73224e05bl 

BLASTX 

gl001593 

229 

8.0e-19 

77 

65 

(D64000) glucose inhibited division protein A 
[Synechocystis sp . ] 

307135 

uC-zmflb73224e06bl 



^43595 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl652322 

366 

3.0e-38 

139 

68 

(D90904) penicillin-binding protein IB [Synechocystis sp.] 
307136 

uC-zmflb73224el2bl 

BLASTN 

gl001701 

283 

1.0e-158 

303 

99 

Synechocystis sp. PCC6803 complete genome, 21121, 
2868767-3002965 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307137 

uC-zmflb73224f05bl 

BLASTN 

gl651768 

555 

0.0e+00 

574 

99 

Synechocystis sp. PCC6803 complete genome, 2/27, 
133860-271599 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



307138 

uC-zmflb73224f08bl 

BLASTX 

gl001201 

167 

8.0e-12 

102 
42 

(D64003) hypothetical protein [Synechocystis sp.] 



307139 

uC-zmflb73224g02bl 

BLASTX 

gl651836 

498 

1.0e-50 

109 

86 

(D90900) hypothetical protein 



[Synechocystis sp.] 



307140 

uC-zmflb73224g02b2 

BLASTX 

g2668742 

380 

1.0e-36 
86 



43596 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



H 

87 

(AF034945) glycine-rich RNA binding protein [Zaa mays] 
307141 

uC-zmflb73224g03bl 

BLASTX 

gl653181 

586 

8.0e-61 

132 
87 

(D90911) hydrogenase subunit [Synechocystis sp.] 
>gi__1771717_emb_CAA66209_ (X97610) hydrogenase subunit 
[Synechocystis sp.] 

307142 

uC-zmflb73224g04b2 

BLASTX 

gll5786 

240 

2.0e-20 

74 

66 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB) (LHCP) >gi_82680_pir A29119 chlorophyll a/b-binding 

protein - maize >gi_22357_emb_CAA68451_ (Y00379) LHCP [Zea 
mays] 

307143 

uC-zmflb73224g06bl 

BLASTX 

gl652876 

726 

4.0e-77 

164 

88 

(D90909) hypothetical protein [Synechocystis sp.] 
307144 

uC-zmflb73224g06b2 

BLASTX 

gl946371 

289 

6.0e-26 

104 

51 

(U93215) regulatory protein Viviparous-1 isolog 
[Arabidopsis thaliana] 

307145 

uC-zmflb73224g07bl 

BLASTX 

gl652259 

524 

2.0e-53 

106 

96 



43597 



NCBI Description (D90904) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307146 

uC-zmflb73224g09b2 

BLASTX 

g3128228 

476 

5.0e-48 

105 

85 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307147 

uC-zmflb73224gl0b2 

BLASTX 

g2244771 

251 

3.0e-21 

113 

46 

(Z97335) kinesin homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307148 

uC-zmflb73224h01bl 

BLASTX 

g!652337 

614 

3.0e-64 

119 

98 

(D90904) hypothetical protein [Synechocystis sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307149 

uC-zmflb73224h09bl 

BLASTX 

g!001545 

525 

2.0e-53 

139 

75 

(D64000) oligopeptide transport system permease protein 
[Synechocystis sp. ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307150 

uC-zmflb73225b06bl 

BLASTN 

g22292 

59 

9.0e-25 

107 

89 

Z.mays mRNA for glycine-rich protein 



Seq. No. 
Seq. ID 



307151 

uC-zmflb73225bl2bl 



43598 



Method 


BLASTX 


VT/TT"VT" /~IT 

$€BT GI 


__o k tse\n n 0 

gz4y^/Ui5 


BLAST score 


278 


E value 


1 Hcl — O A 

1 • 


Match length 


59 


% identity 


95 


NCBI Description 


DUr\ODUAT T'DAGT? "H DTOTrTTD Ct^D / "DT /fUAT TMT? DUPiC!D'H7A r PZl \ 

irnUbFnULl rAohj JJ ir Kz-UUKoUK \rhU) ^nUijXJNlij JrnUornfiirioiij; 




/ irirT/^O TiTTTl mTnVT r^n f~\T T VTtT" UVPiDAT VT7 TM/^ DtT^\OT~lLI/^\T TDA or r> \ 

( PHQj&PHAl lUiLChOLlJNhj-rliJJKULl ^INb rnUolrnUijlriiob u) 


- 


>gi ±\jZu4\jy ooj BRAiiioo [u/oQiv) pnospno lipase u L«^6a 




mays J 


Seq. No. 


307152 


Seq. ID 


UU~ ZltltlD / OZZ 0CU4D1 


Method 


BLASTX 


NCBI GI 


g4587584 


BLAST score 


460 


E value 


o.ue-4o 


Match length 


124 


% identity 


/3 


NCBI Description 


(ACUU/2,52) unKnown protein [Araoictopsis tnananaj 


Seq. No.* 


307153 


Seq. ID 


uC-zmrlb /322oeU2Dl 


Method 


BLASTX 


NCBI GI 


g3860277 


BLAST score 


519 


E value 


6.0e-53 


Match length 


137 


% identity 


74 


NCBI Description 


(AC005824) putative ribosomal protein L10 [Arabidopsis 




thaliana] >gi 4314394 gb AAD156Q4__ (AC006232) putative 




ribosomal protein L10A [Arabidopsis thaliana] 


Seq.~ No. 


307154 


Seq. ID 


uC-zmxlb / 322oellbl 


Method 


nT TV nrnv 

BliAbiX 


NCBI GI 


g4417288 ^ ' ' 


BLAST score 


305 


E value - 


4 . ue-32 


Match length 


134 


% identity 


53 


NCBI Description 


(AC007019) unknown protein [Arabidopsis thaliana] 


Seq. No. 


307155 


Seq. ID 


uC-zmr lb 7322 oa02bl 


Method 


BLAbTN 


NCBI GI 


g!498596 


BLAST score 


51 


E value 


A A _ oPi 

9. Oe-20 


Match length 


255 


% identity 


86 


NCBI Description 


Zea mays phospholipid transfer protein itiRNA, complete cds 


Seq. No. 


307156 


Seq. ID 


uOzmflb73226al2bl 


Method 


BLASTX 


NCBI GI 


g2914703 



43599 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



279 

8*0e-25 

95 

56 

(AC003974) unknown protein [Arabidopsis thaliana] 
307157 

uC-zmflb73226c03al 

BLASTN 

g2 9213 03 

161 

2.0e-85 

313 

88 

Zea mays herbicide safener binding protein (SBP1) mRNA, 
complete cds 

307158 

uC-zmflb73226e05bl 
BLASTN - : 
gl313908 
57 

3.0e-23 

65 

97 

Zea mays mRNA for CDPK-related protein kinase, complete 
cds, clone ZmCRK3 

307159 

uC-zmflb73226ellal 

BLASTX 

gl839597 

154 

1.0e-10 

33 

88 

(S82324) palcium/calmodulin-dependent protein kinase 
homolog__CaM kinase homolog_MCKl [Zea mays=maize, cv. Merit, 
root caps, Peptide, 625 aa] [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
. Seq. ID - 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



307160 

uC-zmflb73226f09bl 

BLASTN 

g22484 

67 

2.0e-29 

127 

89 

Z.mays RNA for superoxide dismutase Sod4A 
307161 

uC-zmflb73226h04bl 

BLASTX 

g3264596 

191 

3.0e-18 
80 



43600 



% identity ^ 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
■NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(AF057183) putative tonoplast aquaporin [Zea mays] 
307162 

uC-zmflb73226h05bl 

BLASTX 

g3335355 

534 

6.0e-57 

144 ^ 
22 

(AC004512) Match to polyubiquitin DNA gb_L05401 from A. 
thaliana. Contains insertion of mitochondrial NADH 
dehydrogenase gb_X82618 and gb_X98301. May be a pseudogene 
with an expressed insert. EST gb_AA586248 comes from this 
region. [Arabi 

307163- 

uC-zmflb73226hl0bl 

BLASTX 

g951172 

280 

4.0e-25 

81 
65 

(U31521) MADS box protein [Zea mays] 
,>gi_1001934__emb__CAA56504_ (X80206) ZAG2 [Zea mays] 

307164 

uC-zmflb73226hllbl 

BLASTX 

g3152591 

178 

1.0e-13 

64 

47 

- (AC002986) Similar to hypothetical protein gb_Z97336 from 
A. thaliana. This gene is probably cut off. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



307165 

uC-zmflb73228b09al 

BLASTN 

g300078 

284 

1.0e-159 

288 

100 

HSP18=18 kda heat shock protein 
{microsporogenesis-specif ic} [Zea mays^ 
cMHSP18~l, mRNA,/ 790 nt] 

307166 

uC-zmflb73228ellal 

BLASTX 

gl531758^ 

209 



Oh43, clone 



43601 



# 



E value 
Match length 
%" "identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. . 

Seq. ID 

Method 

NCBI "GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-16 
61 

64" 

(X9SY72) AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 

307167 

uC-zmflb73229a01b2 

BLASTX 

g2781433 

275 

6.0e-25 

57 

89 

(AF030052) RSWl-like cellulose synthase catalytic subunit 
[Oryza sativa subsp. japonica] 

307168 

uC-zmflb73229cl2b2 

.BLASTN 

gl532072 

83 " 

7.0e-39 

111 

96 

Z.mays mRNA for S-adenosylmethionine decarboxylase 
307169 

uC-zmflb73229h01b2 

BLASTN 

gl906603 

35 

2.0e-10 

35 

100 

Zea mays ACCase gene, intron containing colonistl and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 

307170 

uC-zmflb73229h02b2 

BLASTX 

g3047083 

232 

1.0e-19 

54 

80 

(AF058914) similar to FLAP endonuclease-1 (SW:P39748) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



307171 

uC-zmflb73229h05b2 

BLASTX 

g4522004 

156 

6.0e-ll 
48 



'43602 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCB1 GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%- .identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

(AC007069) putative histidine kinase, sensory transduction 
[Arabidopsis thaliana] 

307172 

uC-zmflb73230a03b2 

BLASTX 

g!495366 

356 

9.0e-34 
150 
49 

(Z69370) nitrite transporter 



[Cucumis sativus] 



307173 

uC-zmflb73230al2b2 

BLASTX 

g4204315 

187 

6.0e-14 

107 

41 

(AC003027) Unknown protein [Arabidopsis thaliana] 
307174 

uC-zmflb73230b05b2 

BLASTX 

gl35411 

668 

2.0e-70 

124 

100 

TUBULIN ALPHA- 2 CHAIN >gi_82732_pir S15772 tubulin alpha-2 

chain - maize >gi_22148_emb_CAA33733_ (X15704) 
alpha2 -tubulin [Zea mays] 



Seq. No. 


307175 


Seq. ID 


uC-zmflb73230c!0b2 


Method 


BLASTX 


NCBI GI 


g3668088 


BLAST score 


240 


E value 


3.0e-20 


Match length 


132 -;. 


% identity 


38 ' 


NCBI Description 


(AC004667) G9a-like protein 


Seq* No. 


307176 


Seq. ID 


uCrzmflb73230e07b2 


Method 


BLASTX 


NCBI GI 


g4455334 


BLAST score 


188 


E value 


3.0e-14 


Match length 


119 


% identity 


38 


NCBI Description 


(AL035525) myosin-like prote. 


Seq. No. 


307177 



43603 



Seq. _ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI. Description 

Seq. No. 
Seq. ID 
Method , . 
NCBI GI '? 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73'23Dh06b2 

BLASTN 

g3821780 

35 

4.0e-10 

35 
100 

Xenopus laevis cDNA clone 27A6-1 
307178 

uC-zmflb73232a04bl 

BLASTN 

g!008878 

287 

1.0e-160 

338 

97 

Zea mays RSI mRNA, complete cds 
307179 

uC-zmflb73232a07bl 

BLASTX 

g2723471 

289 

5.0e-34 

106 

68 

(D87819) sucrose transporter [Oryza sativa] 
307180 

uC-zmflb73232al2bl 

BLASTX 

g3924605 

228 

4.0e-19 

100 

50 

(AF069442) 
thaliana] 



putative inhibitor of apoptosis [Arabidopsis 



Seq. No. , 
Seq. ID 
-Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



307181 

uC-zmflb73232b04bl 

BLASTN 

g854644 

414 

0.0e+00 

463 

98 



NCBI Description Z.mays ZMM1 gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



307182 

uC-zmflb73232b07bl 

BLASTN 

g3821780 

35 

4.0e-10 

35 



43604 



% identity 

NCBI Description 

Seq. ' No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



100" 

Xenopus laevis cDNA clone 27A6-1 
307183 

uC-zmflb73232c08bl 

BLASTX 

g2809387 

152 

7.0e-10 

35 

77 

(AF024635) NADPH cytochrome P450 reductase [Petroselinum 
crispum] 

307184 

uC-zmflb73232d01bl 

BLASTX 

g4455240 

455 

2.0e-45 

146 

60 

(AL035523) putative protein [Arabidopsis thaliana] 
307185 

uC-zmflb73232d03bl 

BLASTX 

g2129655 

328 

9.0e-31 

88 
66 

OBP32pep protein - Arabidopsis thaliana (fragment) 
>gi_1022799 (U37698) OBP32pep [Arabidopsis thaliana] 

307186 

uC-zmflb73232h03bl 

BLASTN 

g3821780 

36 

8.0e-ll 

48 
67 

Xenopus laevis cDNA clone 27A6-1 
307187 

uC-zmflb73232h04bl 

BLASTX 

g3953466 

620 

1.0e-64 

152 
77 

(AC002328) F20N2.11 [Arabidopsis thaliana] 
307188 

uC-zmflb73232h09bl 



43605 



Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. r No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3868758 

249 

3.0e-21 

107 

49 

(D89802) 



elongation factor IB gamma [Oryza sativa] 



307189 

uC-zmf lb7 3233^0 lbl 

BLASTN 

g2655290 

55 

4.0e-22 

150 

85 

Oryza sativa germin-like protein 4 
cds 



(GER4) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



307190 

uC-zmflb73233d01al 

BLASTN 

g747914 

80 

4.0e-37 

234 

90 

Z.mays CaMl mRNA for calmodulin 
307191 

uC-zmflb73233d06bl 

BLASTX 

g452593 

329 

1.0e-30 

138 

50 

(D21814) ORF [Lilium longiflorum] 
307192 

uC-zmflb73233dllal 

BLASTX 

g3176686 

245 

7.0e-21 

78 

56 

(AC003671) Similar to high affinity potassium transporter, 
HAK1 protein gb_U22945 from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 

307193 

uC-zmflb73233g06bl 

BLASTN 

g2773153 

42 

3.0e-14 , 



43606 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
-Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID.J-- 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



102 
85 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 

307194 

uC-zmflb73233g!2bl 

BLASTX 

g4091080 

186 

9.0e-14 

45 
78 

(AF045571) nucleic acid binding protein [Oryza sativa] 
307195 

uC-zmflb73233h03bl 

BLASTN 

g340933 

64 

2.0e-27 
117 
8 9 

Zea mays 10-kDa zein gene, complete cds 
307196 

uC-zmflb73233h04bl 

BLASTX 

gll25032 

182 

9.0e-14 

78 
47 

(D32166) cellulase precursor [Populus alba] 
307197 

uC-zmflb73234b04b2- 

BLASTX 

g2225997 

423 

7.0e-42 

93 
87 

(Y09699) putative inward rectifying potassium channel 
[Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307198 

uC-zmflb73234bl0b2 

BLASTX 

g4388820 

330 

1.0e-30 

69 

81 

(AC006528) putative myb DNA-binding protein [Arabidopsis 
thaliana] 



43607 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



307199 

uC-zmflb73234e07b2 

BLASTX 

g3319776 

425 

5.0e-42 

107 

85 

(AJ007665) seryl-tRNA synthetase [Zea mays] 
307200 

uC-zmflb73234f04b2 

BLASTX 

g3645899 

410 

3.0e-40 

111 

68 

(U68408) 5 T end not determined experimentally [Zea mays] 
307201 

uC-zmflb73234hl2b2 

BLASTX 

g4455338 

396 

1.0e-38 

120 

66 

(AL035525) putative protein [Arabidopsis thaliana] 
307202 

uC-zmflb73235b08b2 

BLASTN 

g683475 

34 

2.0e-09 

58 

90 

H.vulgare mRNA for NADPH-protochlorophyllide oxidoreductase 
307203 

uC-zmflb73235d08b2 

BLASTX 

g3249064 

258 

3.0e-22 

121 

52 

(AC004473) Strong similarity to trehalose-6-phosphate 
synthase homolog gb_2245136 from A. thaliana chromosome 4 
contig gb_Z97344. [Arabidopsis thaliana] 

307204 

uC-zmflb73235dl0b2 

BLASTX 

g2832643 

197 



43608 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



i;0e-19 . 

96 

60 

(AL021710) 



hypothetical protein [Arabidopsis thaliana] 



307205 

uC-zmflb73236b03bl 

BLASTX 

gl946367 

222 

4.0e-18 

95 
52 

(U93215) unknown protein [Arabidopsis thaliana] 
307206 

uC-zmflb73236b07bl 

BLASTX 

g3746068 

150 

1.0e-09 

40 
70 

(AC005311) unknown protein, 5 1 partial [Arabidopsis 
thaliana] 

307207 

uC-zmflb73236d07bl 

BLASTX 

g4490297 

308 

3.0e-28 

120 
54 

(AL035678) putative protein [Arabidopsis thaliana] 
307208 

uC-zmflb73236f05bl 

BLASTX 

g2194119 

185 

5.0e-14 

87 

47 

(AC002062) No definition line found [Arabidopsis thaliana] 
307209 

uC-zmflb73236f09bl 

BLASTX 

g2894569 

169 

7.0e-12 

46 

67 

(AL021890) putative protein [Arabidopsis thaliana] 



Seq. No. 



307210 



43609 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb7323-6g08bl 

BLASTX 

g626042 

147 

4.0e-19 

70 

73 

beta-glucosidase, root meristem (EC 3.2, 
maize >gi_435313_emb_CAA52293_ (X74217) 
[Zea mays] 



1.-) precursor 
beta-glucosidas 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307211 

uC-zmflb73236h04bl 

BLASTX 

g464846 

623 

8.0e-65 

128 

93 

TUBULIN ALPHA- 6 CHAIN >gi_322880_pir S28983 tubulin 

alpha-6 chain - maize >gi_22158_emb_CAA44863_ (X63178) 
alpha-tubulin #6 _[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307212 

uC-zmflb73237c03b2 

BLASTX 

gl673366 

396 

1.0e-38 

93 

81 

(Z22673) cytosolic tRNA-Ala synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



307213 

uC-zmflb73237c09b2 

BLASTX 

g2104535 

419 

3.0e-41 

109 

73 

(AF001308) T10M13.13 



[Arabidopsis thaliana] 



307214 

uC-zmflb73237cl2b2 

BLASTX 

g3150407 

286 

1.0e-25 

63 

81 

(AC004165) hypothetical protein [Arabidopsis thaliana] 
307215 

uC-zmflb73237g05b2 
BLASTX 



43610 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl507699 r 
201 

l,0e-15 

46 

76 

(L81119) COL2 [Arabidopsis thaliana] >gi_1507701 
C0L2 [Arabidopsis thaliana] 



(L81120) 



307216 

uC-zmflb73237h05b2 

BLASTX 

g3132310 

389 

4.0e-38 

82 

88 

(AB012228) phosphoenolpyruvate carboxylase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307217 

uC-zmflb73238b03al 

BLASTX 

g629844 

214 

4.0e-17 

85 
58 

heat shock protein hsp70~5 - maize (fragment) 
>gi_498775_emb__CAA55184_ (X78415) heat shock protein 70 
[Zea mays] 



kDa 



Seq. No. 307218 

Seq. ID uC-zmflb73238b06b2 

Method BLASTX 

NCBI GI g3861449 

BLAST score 223 

E value 3.0e-18 

Match length ^108 ' , 

% identity 41 

NCBI Description (Z98596) SMC-family protein [Schizosaccharomyces pombe] 

Seq. No. 307219 

Seq. ID uC-zmflb73238c09b2 

Method - BLASTX 

NCBI GI g3776023 

BLAST score 489 

E value 3.0e-4 9 

Match length 141 

% identity 67 

NCBI Description (AJ010473) RNA helicase [Arabidopsis thaliana] 

Seq. No. 307220 

Seq. ID uC-zmflb73238d07b2 

Method BLASTX 

NCBI GI g2317910 

BLAST score 222 

E value 3.0e-18 

Match length 99 



43611 



% identity 42 

NCBI Description (U89959) "CER1 protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307221 

uC-zmflb73238f07b2 

BLASTX 

g4586308 

207 

3.0e-16 

50 c 
78 

(AB025102) protoporphyrinogen IX oxidase [Glycine max] 



307222 

uC-zmflb73238g09al 

BLASTN 

g596079 

146 

2.0e-76 

276 

97 

Zea mays thiamine biosynthetic enzyme 
complete cds 



(thil-2) mRNA, 



Seq. No. 
Seq. ID 



307223 

uC-zmflb73238h04b2 

BLASTX 

g2435522 

391 

7.0e-38 

132 

58 

(AF024504) contains similarity to other AMP-binding enzymes 
[Arabidopsis thaliana] 

307224 

uC-zmflb73238hl2b2 

BLASTN 

g347843 

173 

2.0e-92 

185 

98 

Zea mays globulin-1 gene, promoter region 
307225 

uC-zmflb73239allb2 

BLASTX 

g3335366 

214 

2.0e-17 

72 
51 

(AC003028) unknown protein [Arabidopsis thaliana] 
307226 

uC-zmflb73239b07b2 



43612 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2462825 

226 

>2.0e-18 - 
52 
75 

(AF000657) contains Procite 'RNP1' 
region [Arabidopsis thaliana] 



putative RNA-binding 



307227 ^ 

uC-zmflb73239f05b2 

BLASTX 

g4580398 

161 

7.0e-ll 

94 

45 

(AC007171) putative protein kinase APK1A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value^ 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



307228 

uC-zmflb73239fl0al 

BLASTX 

g2570505 

348 

7.0e-33 

73 

92 

(AF022735) proteasome component 



[Oryza sativa] 



307229 

uC-zmflb73239h07al 

BLASTX 

gl707855 

212 

5.0e-17 

65 
63 

(Y09292) obtusifoliol 14-alpha-demethylase 
aestivum] 



[Triticum 



307230 

uC-zmflb73240bl2a2 

BLASTN 

g22272 

97 

3.0e-47 

140 

93 

Maize mRNA for enolase (2-phospho~D-glycerate hydrolase) 
307231 

uC-zmflb73240c08a2 

BLASTX 

g4539452 

197 

3.0e-15 



43613 



Ma ten lengtn 


A O 

4o t 


3 identity 


/I 


NCBI Description 


(AL049500) putative phosphoribosylanthranilate transferase 




[Arabidopsis thaliana] 


Seq. No. 


307232 


beq. ID 


uo— zmxio /oz4ueuoaz 


Method 


bLAblM 


NCBI - 


g!68527 


BLAST score 


36 


E value 


o . Oe-11 


Matcn lengtn 


00 


% identity 


91 


NCBI Description 


Maize NADP-dependent malic enzyme (Mel) mRNA, complete cds 


Seq. No. 


307233 


beq. id 


uL-zmr id / oz4uxU4az 


Method. 


BLiiib I & 


NCBI GI 


g4455294 


BLAST score 


351 


E value 


3 . Oe-33 


Match lengtn 


129 - , 


% identity 


49 


NCBI Description 


(ALU3od2o) putative protein [Araoiaopsis tnalianaj 


Seq. No, 


307234 


Seq. ID 


uC-zmr 1d7 32 4 ld07J02 


Method 


bliAblA 


NCBI GI 


g33oo4oo 


BLAST score 


148 


E value 


2.0e-09 


Matcn lengtn 


C A 

50 


% identity 


52 


NCBI Description 


(AC004218) putative Ser/Thr protein kinase [Arabidopsis 




tnalianaj 


Seq. No. 


307235 


Seq. ID 


uC-zmf Ib73241d08b2 


Method 


BLASTX 


NCBI GI 


g2369714 


BLAST score 


650 


E value 


3. Oe-68 


Match length 


132 


% identity 


93 


NCBI Description 


(Z97178) elongation factor 2 [Beta vulgaris] 


Seq. No. 


307236 


Seq. ID 


uC- zmf lb7 32 4 1 dO 9b2 


Metnod 


BLAbTX 


NCBI GI 


g2984709 


BLAST score 


523 


E value 


. ue-jj 


Match length 


130 


% identity 


79 


NCBI Description 


(AF053468) DnaJ-related protein ZMDJl [Zea mays] 


Seq. No. 


307237 



43614 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73242a04al 

BLASTX 

g548641 

173 

2.0e-12 

52 
58 

PHOSPHORIBOS YLFORMYLGLYCINAMI DINE SYNTHASE (FGAM SYNTHASE) 
( FORM YLGL YC I NAMI DE RIBOTIDE AMI DOTRANSFE RASE) (FGARAT) 
(ADENOSINE -2 ) (FGAMS) - (FORM YLGL YC I NAMI DE RIBOTIDE 
SYNTHETASE) >gi_414423 (U00683) f ormylglycineamide ribotide 
amidotransf erase [Drosophila melanogaster] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



307238 

uC-zmflb73242allb2 

BLASTN 

g22091 

233 

1.0e-128 

315 

66 

Z . diploperennis gene for hydroxyproline-rich glycoprotein 



307239 

uC-zmflb73242b04bl 

BLASTN 

gll22438 

50 

2.0e-19 

94 

88 

Zea mays invertase 



(Ivrl) gene, complete cds 



307240 

uC-zmflb73242b07al 
BLASTX 

g3695392 - - 
154 

5.0e-10 

59 

46 

(AF096371) No definition line found [Arabidopsis thaliana] 
307241 

uC-zmflb73242c06bl 

BLASTX 

gl20670 

481 

1.0e-48 

91 

99 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_100879_pir S06879 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) C - maize 
>gi_295853_emb__CAA33620_ (X15596) GAPDH [Zea mays] 



Seq. No. 



307242 



43615 



beq. xu 


UL- ZIuXXD / JZ4ZGUDDX 




.DXiriD 1 A 


INUtSl ^X 


gz j_ ft / iu 


BLAST score 


331 


E value 


5.0e-31 


Match length 




% identity 


r n 
OU 


NCBI Description 


(ACUUjy/4) putative beta-D- 




thaliana] 


beq. No* 




oeq. XJJ 


UL ZIuI XD / o Z % Z QU OD 1 






NCBI GI 


gl709970 


BLAST score 


173 


TP TTfl I n A 

& vaxue 


D . ue—xo 


Match length 


ox 


% identity 


by 


NCBI Description 


OUb KXbUbUMAL FKU1LXN LXUA 


Seq. No. 


oL) /z44 


oeq» xjj 


uL,-zmxXD / Jz4zau /dx 




DT 7\<2TV 
■DXifiD 1 A 




y i £. \j £. j 


BLAST score 


256 


E value 


5.0e-22 


Match length 


124 


% identity 


50 


NCBI Description 


transcription factor 0BF3.; 



[Arabidopsis 



>gi_2 9 7 0 1 8_emb_CAA4 8 9 0 4_ 
factor 3.2 [Zea mays] 



(X69152) ocs-element binding 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

slq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



307245 

uC-zmflb73242dllal 

BLASTX 

g2589164 

389 

1.0e-37 

77 

90 

(D88452) aldehyde oxidase-2 [Zea mays] 



307246 

uC-zmflb73242f09bl 

BLASTX 

g2511531 

382 

5.0e-37 

73 

93 

(AF008120) alpha tubulin 
>gi_3 16394 4_emb_CAA0 6 61 8_ 
[Eleusine indica] 



1 [Eleusine indica] 
(AJ005598) alpha-tubulin 1 



307247 

uC-zmflb73242g02al 
BLASTX 



43616 



NCBI GI^ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl888357 - 
189 

3.0e-14 

79 
54 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_l 890154 _emb_CAA7 2432_ ( Y 1 1 7 6 7 ) alpha -manno s i da s e 
precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307248 

uC-zmflb73242h07b2 

BLASTX 

gll6380 

205 

3.0e-16 

51 

80 

CHALCONE SYNTHASE C2 {NARINGENIN-CHALCONE SYNTHASE C2 ) 

>gi_66554_pir SYZMCC naringenin-chalcone synthase (EC 

2.3.1.74) c2 - maize >gi_2 22 1 8_emb_CAA4 27 64__ (X60205) 
chalcone synthase [Zea mays] 



Seq. No. 7 


307249 


Seq. ID 


uC-zmflb73243hl2al 


Method 


BLASTN 


NCBI GI 


g22243 


BLAST score 


38 


E value 


4.0e-12 


Match length 


78 


% identity 


87 


NCBI Description 


Zea mays Cinl repeat 


Seq. No. 


307250 


Seq. ID 


uC-zmflb7324 4b01b2 


Method 


BLASTX 


NCBI GI 


g3193333 


BLAST score 


145 


E value 


5.0e-09 


Match length 


91 


% identity 


41 


NCBI Description 


(AF069299) contains \ 




susceptibility (Brcai 


Seq. No. 


307251 


Seq. ID 


uC-zmflb73244b07b2 


Method 


BLASTX 


NCBI GI 


g3834304 


BLAST score 


241 


E value 


3.0e-20 


Match length 


107 


% identity 


73 - : 


NCBI Description 


(AC005679) Contains i 



[Arabidopsis thaliana] 



24.9 kD protein in surA-hepA intergenic region yabO from 
Escherichia coli genome gb_AE000116, and to hypothetical 
YABO family PF_00849. [Arabidopsis thaliana] 



Seq. No. 



307252 

■4- - 



43617 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 1 < 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73245a05al 

BLASTX 

g2149640 

283 

2.0e-25 

86 

64 

(U91995) Argonaute protein [Arabidopsis thaliana] 
30725J 

uC-zmflb73245a05b2 

BLASTX 

g2149640 

339 

9.0e-32 

123 

63 

(U91995) Argonaute protein [Arabidopsis thaliana] 
307254 

uC-zmflb73245allal 

BLASTN 

g3318612 

191 

1.0e-103 

279 

93 

Zea mays mRNA for mitochondrial phosphate transporter, 
complete cds 

307255 

uC-zmflb73245b03al 

BLASTN 

g949979 

189 

1.0e-102 

213 

98 

Z.mays Glossy2 locus DNA 
307256 

uC-zmflb73245bl2b2 

BLASTX 

g549732 

147 

1.0e-09 

50 

48 

HYPOTHETICAL 16.2 KD PROTEIN IN PIR3-APE2 INTERGENIC REGION 
>gi_4 81110__pir S37791 hypothetical protein YKL160w - yeast 

(Saccharomyces cerevisiae) >gi_407488_emb_CAA814 94_ 

(Z26877) unknown [Saccharomyces cerevisiae] 
>gi_486279_emb_CAA82002_ (Z28160) ORF YKL160w 

[Saccharomyces cerevisiae] >gi_158254 5_prf 2118404F ORF 

[Saccharomyces cerevisiae] 



Seq. No. 



307257 



43618 



Seq. ID uC-zmflb73245d!0b2 

Method BLASTN 

NCBI GI g2198852 

BLAST score 134 

E value 1.0e-69 

Match length 150 

% identity 98 

NCBI > Description Zea mays cystathionine gamma -synthase (CGS1) gene, complete 
cds 

Seq. No. 307258 

Seq. ID uC-zmflb73245e06b2 

Method BLASTN 

NCBI GI g551482 

BLAST score 115 

E value 6.0e-58 

Match length 223 

% identity 95 

NCBI Description Zea mays ABA- and ripening-inducible-like protein mRNA, 
complete cds 

Seq. No. 307259 

Seq. ID uC-zmflb73245g04b2 

Method BLASTX 

NCBI GI r g699621 

BLAST score 570 

E value 8.0e-59 

Match^length 136 

% identity 88 

NCBI Description (D14578) glutamine synthetase [Zea mays] 




Seq. No. 


307260 


Seq. ID 


uC-zmflb73245h04al 


Method 


BLASTX 


NCBI GI 


g3859116 


BLAST score 


338 


E value 


9.0e-32 


Match length 


97 


% identity 


73 


NCBI Description 


(AF031609) unknown [Oryza sativa] 


Seq. No. 


307261 


Seq. ID 


uC-zmflb73246g03b3 


Method 


BLASTX 


NCBI GI 


g3337356 


BLAST score 


233 


E value 


7.0e-20 


Match length 


61 


% identity 


85 


NCBI Description 


(AC004481) putative protein transport 




subunit [Arabidopsis thaliana] 


Seq. No. 


307262 


Seq. ID 


uC-zmflb73247a02a2 


Method 


BLASTX 


NCBI GI 


g729882 


BLAST score 


208 



43619 



E value , " 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-16 

43 

86 

CASEIN KINASE II BETA 1 CHAIN (CK II) 

>gi_1076300_pir S47968 casein kinase II (EC 2.7.1.-) beta 

chain CKB2 - Arabidopsis thaliana >gi_467975 (U03984) 
casein kinase II beta subunit CKB2 [Arabidopsis thaliana] 
>gi__2245122_emb_CAB10544^ (Z97343) unnamed protein product 
[Arabidopsis thaliana] - 

307263 

uC-zmflb73247a04b3 

BLASTX 

g3643598 

215 

7.0e-18 

60 

72 

(AC005395) putative poly (A) polymerase [Arabidopsis 
thaliana] 

307264 . ^ 

uC-zmflb73247bl0b3 ** 

BLASTX 

g3135268 

185 

6.0e-14 

98 
29 

(AC003058) putative RNA-binding protein [Arabidopsis 
thaliana] 

307265 

uC-zmflb73247h03b3 

BLASTX 

g3402690 

147 

2.0e-09 

59 

51 

(AC004697) hypothetical protein, 3 f partial [Arabidopsis 
thaliana] 

307266 

uC-zmflb73248h08a2 

BLASTN 

g22346 

38 

1.0e-12 

102 

86 

Maize In2-1 mRNA 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



307267 

uC-zmflb73250gl2a2 

BLASTX 

gl707642 



43620 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



275 

2.0e-24 

54 

96 

(Y07748) TMK [Oryza sativa] 
307268 

uC-zmflb73251cl0b3 

BLASTX 

g4191793 

346 

1.0e-32 

104 

60 

(AC005917) putative zinc finger protein [Arabidopsis 
thaliana] 

307269 

uC-zmflb73251d05b3 

BLASTX 

g2688842 

281 . - 

2.0e-26' 

126 

54 

(AF004830) serine palmitoyltransferase LCB2 subunit 
[Cricetulus griseus] 



307270 

uC-zmflb73251fllb3 

BLASTX 

gl!99467 

269 

2.0e-23 

95 

56 

(D64155) possible aldehyde defearbonylase 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



307271 

uC-zmflb73252d04b3 

BLASTX 

g4220462 

498 

1.0e-50 

135 

77 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF___0004 6 
and bZIP PF_00170 domains. [Arabidopsis thaliana] 

307272 , , 

uC-zmflb73252g01b3 

BLASTX 

g312179 

485 

4.0e-49 



43621 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 
100 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) giyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 



307273 

uC-zmflb73252hl0b3 

BLASTX 

g4559292 

204 

1.0e-16 

58 

67 

(AF124148) trehalase 



1 GMTRE1 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307274 

uC-zmflb73253a08bl 

BLASTX 

g961452 

303 

1.0e-27 

105 

55 

(D63880) 
L8479.14, 



KIAA0159 gene product is related to yeast protein 
[Homo sapiens] 



307275 

uC-zmflb73253al2al 

BLASTX 

g3157943 

174 

1.0e-12 

97 
38 

(AC002131) Contains similarity to BAP 31 protein gb_X81816 
from Mus musculus. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307276 

uC-zmflb73253b07bl 

BLASTX 

g2492863 

225 

2.0e-23 

99 

60 

ORNITHINE AMINOTRANSFERASE (ORNITHINE— 0X0- AC ID 
AMINOTRANSFERASE) >gi_4416517_gb_AAB1825 9__ (U74303) 
ornithine transaminase [Emericella nidulans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



307277 

uC-zmflb73253e04al 

BLASTN 

g2735007 

70 



43622 



E value 


5.0e-31 


Match length 


/o 


■6 laenxziuy 


Q7 


NCBI Description 


Zea mays kinase associated protein phosphatase (KAPP) 




complete cds 


Seq. No. 


307278 


beq. ID 


ut - zmrio / o^oogu /di 




T2T 7A QTY 
rSlifib 1 A 


NCBI Gr 


g3668087 


BLAST score 


195 


E value 


o . Oe-lb 


Match length 


y4 


-s identity 


44 


lnl-£5± uescripiion 


(AC004667) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


O A T o t n 


beq. iu 


uu-zmrio /o^jonUoDi 






NUJDl VjI 




BLAST score 


165 


E value 


7.0e-12 


Match length 


DO 


% identity 


o4 


NCBI Description 


(AF012089) phenylalanyl tRNA synthetase [Drosophila 




melanogaster] 


Seq. No. 


307280 


beq. iu 


UC-ZmtiD / 323OC04D1 


Method 


BliAblX 


NCBI GI 


g4539324 


BLAST score 


249 


E value 


3. 0e-21 


Match length 


o3 


% identity 


/""7 

67 


NCBI Description 


(AL035679) kinesin like protein [Arabidopsis thaliana] 


Seq. No. 


307281 


beq. iu 


uC-zmrlD /32oorlODl 


Method 


DT TV C tPV 


NCBI GI 


g2459418 


BLAST score 


165 


E value 


2 . Oe-11 


Match length 


11 / 


% identity 


36 


NCBI Description 


(AC002332) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


307282 


beq. ID 


uC-zmrlb /32oog0lDl 


Method 


DT TV OrnxT 

BLAbTN 


Mf DT (IT 


giO DfiUUU 


BLAST score 


134 


E value 


2.0e-69 


Match length 


299 


% identity 


33 


NCBI Description 


Maize DNA for Fd III, complete cds 



mRNA, 



43623 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307283 

uC-zmflb73256b01bl 

BLASTX 

g2499489 

303 

2.0e-27 

143 

50 

PYROPHOSPHATE — FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
BETA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)) 
(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 
(PPI-PFK) >gi_483536__emb_CAA83683_ (Z32850) 
pyrophosphate-dependent phosphof ructokinase beta subunit 
[Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307284 

uC-zmflb73256d08bl 

BLASTX 

g3128224 

232 

1.0e-19 

83 

55 

(AC004077) putative protein serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307285 

uC-zmflb73256hl0bl 

BLASTX 

g419760 

422 

2.0e-41 

123 

67 

P-glycoprotein atpgpl - Arabidopsis thaliana 
>gi_3849833_emb_CAA43646_ (X61370) P-glycoprotein 
[Arabidopsis thaliana] 



Seq. No. 307286 

Seq. ID uC-zmflb73257a05b3 

Method BLASTX 

NCBI GI g4406781 

BLAST score 155 

E value 7.0e-ll 

Match length 65 

% identity 52 

NCBI Description (AC006532) putative Na+/H+ antiporter [Arabidopsis 
thaliana] 

Seq. No. 307287 

Seq. ID uC-zmflb73257a07a2 

Method BLASTX 

NCBI GI g4512657 

BLAST score 180 

E value 3.0e-13 

Match length 66 

% identity 47 



43624 



o 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC006931) putative APG protein [Arabidopsis thaliana] 
>gi_4544463_gb_AAD22370.1_AC006580_2 (AC006580) putative 
APG"~isol6g protein [Arabidopsis thaliana] 

307288 

uC-zmflb73257b03a2 

BLASTN 

g309560 

272 

1.0e-151 

332 
95 

Zea mays mitochondrial chaperonin 
complete cds 



60 (mtcpn60II) mRNA, 



307289 

uC-zmflb73257b05a2 

BLASTN 

g!498596 

233 

1.0e-128 

233 

100 

Zea mays phospholipid transfer protein mRNA, complete cds 
307290 

uC-zmflb73257e04b3 

BLASTX 

g3641837 

347 

4.0e-33 

90 

78 

(AL023094) Nonclathrin coat protein gamma 
[Arabidopsis thaliana] 



like protein 



307291 

uC-zmflb73257f04b3 

BLASTX 

g4521190 

144 

2.0e-09 

54 

57 

(AB013448) Pib [Oryza sativa] >gi_4521192_dbj_BAA76282 . 1 
(AB013449) Pib [Oryza sativa] 

307292 

uC-zmflb73257flla2 

BLASTX 

g2160544 

156 

2.0e-10 

99 
38 

(U63652) ent-kaurene synthase A [Pisum sativum] 



43625 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



307293 

uC-zmflb73257hl0b3 

BLASTX 

g2642157 

190 

9.0e-15 

60 

58 

(AC003000) ankgrrin-like protein [Arabidopsis thaliana] 
307294 

uC-zmflb73258b08b3 

BLASTX 

g3264596 

221 

3.0e-18 

60 
80 

(AF057183) putative tonoplast aquaporin [Zea mays] 
307295 

uC-zmflb73258g03b3 

BLASTX 

gl653059 

223 

3.0e-18 

105 

44 

(D90910) hypothetical protein [Synechocystis sp.] 



307296 

uC-zmflb73258h01b3 

BLASTN 

g2642323 

110 

3.0e-55 

178 

89 

Zea mays profilin (PR04) 



mRNA, complete cds 



307297 

uC-zmflb73259b09al 

BLASTX 

g4589852 

242 

2.0e«20 

71 

63 

(AB025968) cycloartenol synthase 
307298 

uC-zmflb73260a09b2 

BLASTX 

g625509 

647 

5.0e-68 
130 



[Glycyrrhiza glabra] 



43626 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

:NGBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value * , - 

Match length 

% identity 

&GBI Description 



25 

ubiquitin precursor - Arabidopsis thaliana (fragment) 
307299 

uC-zmflb73260d01b2 

BLASTX 

g3821793 

270 

1.0e-23 

49 

96 

(Y11526) casein kinase II alpha subunit [Zea mays] 
307300 

uC- zmf lb7 32 6 0 f 0 6b2 

BLASTN 

g2921303 > 

45 

4.0e-16 

77 
90 

Zea mays herbicide safener binding protein (SBP1)- mRNA, 
complete- cds 

307301 

uC-zmflb73260g05b2 

BLASTN 

g3819487 

42 

2.0e-14 

54 

94 

Hordeum vulgare genomic DNA fragment; clone MWG2013.uni 
307302 

uC-zmflb73260h06b2 

BLASTX 

gl71084r 

325 

4.0e-30 

124 

85 

ADENOSYLHOMOCYSTEINASE (S-^DENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi J7 5824 7_ernb_CAA5 627 8__ (X79905) 
S-adenosylhomocysteine hydrolase [Phalaenopsis sp.] 

307303 

uC-zmflb73261f09b3 

BLASTX 

gl353193 

198 

2.^0e-15' ^ 

55 

69 

O-METHYLTRANSFERASE ZRP4 (OMT) >gi_542l8 6__pir JQ2268 

O-methyltransferase (EC 2.1.1.-) - maize >gi_404070 
(L14063) O-methyltransferase [Zea mays] 



43627 







Sea ID 


uC-zmf Ib732 62el0a2 

UL> Zjllli- -L.LJ / «J £. \J CI VJ CI i. 


Method 


BLASTN 


NCBI GI 


g498774 


£3J_iriO X oCOiS 


79 


IL ValUc 


1 . Uc jZ 


Match length 


14 o 


^ laentity 


0 / 


NCBI Description 


^.iuays (cv urioxuri/; 


O tr <^ • IN u • 




O >w » _L ±j" 




Method 


BLASTX 


NCBI GI 


g3641836 


BLAST score 


141 


E value 


8.0e-09 


Match length 


39 


% identity 


72 


NCBI Description 


(AL023094) putative 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
■NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

' Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
%. identity 
NCBI Description 



[Arabidopsis thaliana] 

307306 ^ 

uC-zmflb73262f08b3 

BLASTN 

g951452 

39 

3.0e-13 

51 
94 

Wheat (clone p80k-16) 
subunit mRNA sequence 



initiation factor isozyme 4F p82 



307307 

uC-zmflb73263c01bl 

BLASTX 

g2827524 

161 

3.0e-ll 

39 

74 

(AL021633) predicted protein [Arabidopsis thaliana] 
307308 

uC-zmflb73263c05bl 

BLASTX 

gl!70767 

171 

3.0e-12 

60 
58 

2;6S PROTEASE REGULATORY SUBUNIT 8 HOMOLOG (LET1 PROTEIN) 

>gi_626074_pir S45176 transcription factor SUG1 homolog 

fission yeast (Schizosaccharomyces pombe) >gi_406051 
(1502280) Letl [Schizosaccharomyces pombe] 
>gi_410668 9_emb_CAA22628_ (AL035065) 26s protease 
regulatory subunit 8 homolog [Schizosaccharomyces pombe] 



43628 



■Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST 'score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307309 

uC-zmflb73263cl0bl 

BLASTX 

g452593 

405 

3.0e-47 

124 

69 

(D21814) ORF [Lilium longif lorum] 
307310 

uC-zmflb73263fl2bl 

BLASTX 

g4455367 

796 

3.0e-85 

168 

91 

(AL035524) putative protein [Arabidopsis thaliana] 
307311 

uC-zmflb73264a09bl 

BLASTN 

g2781432 

44 

5.0e-16 

100 
87 

Oryza sativa subsp. japonica RSWl-like cellulose synthase 
catalytic subunit mRNA, partial cds 

307312 

uC-zmflb73264b06bl 

BLASTX 

g3962377 

302 

1.0e-27 

71 

82 

(AJ002551) heat shock protein 



70 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



307313 

uC-zmflb73264b08bl 

BLASTN 

g433040 

37 

3.0e-ll 

53 
92 

Zea mays W-22 clone PREM-1A retroelement PREM-1, partial 
sequence 

307314 

uC-zmflb73264e03bl 

BLASTN 

g3511235 



43629 




BLAST score 


95 


E value 


8.0e-46 


Match length 


247 


% identity 


85 


NCBI Description 


Zea mays 




cds 



starch branching enzyme 




lib (ae) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

SCBI Description 



307315 

uC-zmflb73264f06bl 

BLASTX 

g3288704 

215 

4.0e-20 

120 

41 

(AB008191) SRK29 [Brassica rapa] 

307316 * 

uC-zmflb73264f09bl 

BLASTN 

g293911 

317 

i;0e-178 

355 

97 

Zea mays (clone wusll032) mRNA sequence 
307317 

uC-zmflb73264h03bl 

BLASTX 

g2894534 

203 

1.0e-16 

64 

75 

(AJ224327) aquaporin [Oryza sativa] 
307318 

uC-zmflb73265d07b4 

BLASTX 

g4586250 

142 

8.0e-09 

43 

63 

(AL049640) adenine DNA glycosylase like protein 
[Arabidopsis thaliana] 

307319 

uC-zmflb73265e06b4 
BLASTX 

g3063708 x - 

355 

8.0e-34 

98 

61 

(AL022537) putative protein [Arabidopsis thaliana] 



43630 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI *GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3&732G 

uC- zmf lb 73266a03a2 

BLASTN 

g4416300 

44 

1.0e-15 

60 

31 

Zea mays chromosome 4 22 kDa 
region, complete sequence 



zein-associated intercluster 



307321 

uC- zmf lb7 32 6 6dl lb2 

BLASTN 

g4140643 

60 

5.0e-25 

103 

90 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 

307322 

uC- zmf lb7 32 66g07b2 

BLASTN 

gl8903 

35 

4.0e-10 

51 

92 

Barley mRNA for aspartic proteinase 
307323 

uC-zmflb73267a09b2 

BLASTX 

gl!9355 

222 

1.0e-18 

44 

100 

ENOLASE 1 ( 2 - PHOS PHOGL YCERATE DEHYDRATASE 1) 
( 2 -PHOS PHO-D-GLYCERATE HYDRO-LYASE 1) 

>gi_100869_pir S16257 phosphopyruvate hydratase (EC 

4.2.1.11) - maize >gi_22273_emb_CAA39454_ (X55981) enolase 
[Zea mays] 

307324 

uC-zmflb73267e04b2 

BLASTX 

g3510253 

164 ,4,, 

1.0e-li 

42 

64 

•(AC005310) hypothetical protein [Arabidopsis thaliana] 



43631 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307325 

uC-zmflb73267f07b2 

BLASTX 

gl31772 

306 

3.0e-28 

64 

95 

40S RIBOSOMAL PROTEIN S14 (CLONE MCH1) 

>gi__82723_pir A30097 ribosomal protein S14 (clone MCH1) - 

maize 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307326 

uC-zmflb73268a05al 

BLASTN 

g602605 

38 

3.0e-12 

82 

87 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307327 

uC-zmflb73270dl0bl 

BLASTN 

gl69818 

63 

3.0e-27 

106 

91 

Rice 25S ribosomal RNA gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307328 

uC-zmflb73270e01bl 

BLASTX 

g419789 

357 

6.0e-34 

139 

48 

hypothetical protein 



potato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307329 

uC-zmflb73270e03bl 

BLASTX 

g82665 

163 

9.0e-12 

37 
81 

ADP,ATP carrier protein GI - maize 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



307330 

uC-zmflb73270f04bl 

BLASTX 

gl35398 

309 



43632 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



8.0e-29 

65 

92 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S15773 tubulin alpha- 1 

chain - maize >gi_22147_emb_CAA33734_" (X15704 ) 
alphal- tubulin [Zea mays] 

307331 

uC-zmflb73270f09bl 

BLASTX 

g3269293 

175 

4.0e-13 

60 

63 

(AL030978) putative protein [Arabidopsis thaliana] 
307332 

uC-zmflb73270h03bl 
BLASTN 

g3264597 f . 

66 • • _ — 

9.0e-29 ' *" 

153 

92 

Zea mays trypsin inhibitor mRNA, complete cds 
307333 

uC-zmflb73270h06bl 

BLASTN 

gl69133 

59 

8.0e-25 

111 

88 

Zea mays precursor of the oxygen evolving complex 17 kDa 
protein mRNA, complete cds 

307334 

uC-zmflb73270hllbl 

BLASTX 

gl769901 

404 

2.0e-39 

128 

66 

(X95737) proline transporter 1 [Arabidopsis thaliana] 
>gi_2088642 (AF002109) proline transporter 1 [Arabidopsis 
thaliana] 

307335 

uC-zmflb73271c07al 

BLASTX' 

g4585875 

315 

4.0e-29 
78 



43633 



% identity 

NCBJ Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match " length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

IsJCBl Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

(AC005850) Unknown protein [Arabidopsis thaliana] 



307336 

uC-zmflb73272cllal 

BLASTN 

g22511 

78 

7.0e-36 

194 

94 

Z.mays whp (white pollen) 



gene for chalcone synthase 



307337 

uC-zmflb73272e01bl 

BLASTX 

g2384671 

182 

3.0e-16 

100 

55 

(AF012657) putative potassium transporter At-KT2p 
[Arabidopsis thaliana] 

307338 ' 

uC-zmflb73272f05al 

BLASTX 

g4006827 

178 

5.0e-13 

74 

42 

(AC005970) subtilisin-like protease [Arabidopsis thaliana] 
307339 

uC-zmflb73273g09al 

BLASTN 

g600871 

63 

4.0e-27 

175 

83 

Zea mays starch branching enzyme I 
cds 



(sbel) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



307340 

uC-zmflb73274c07bl 

BLASTX 

g4455302 

348 

2.0e-37 

162 

52 

(AL035528) putative protein [Arabidopsis thaliana] 
307341 

uC-zmflb73274ellbl 



43634 




iYiex.no a 


rSli/ib i A 


INV^D 1 kj± 


nrAO AQIQCt 

g4Z4yoou . 


BLAST score 


224 


E value 


2.0e-18 


Match length 


n a 


% identity 


ol 


NCBI Description 


(AC005966) ESTs gb_Z37637 / gb_AA042498 and gb AA042269 




from this gene. [Arabidopsis thaliana] 


Seq. No. 


307342 


oeq. iu 


uL-zmrlo / /4gUbiDl 


iYiex.no a 




NCBI GI 


gl931643 


BLAST score 


155 


E value 


z . Ue-iu 


Match length 


O 1 

ol 


% identity 


40 


NCBI Description 


(U95973) DnaJ isolog [Arabidopsis thaliana] 


Seq. No. 


307343 


beq. ID 


uC-zmf Ib73274h03bl 


lYie x_noci 


JdJjAoIA 


NCBI GI 


g3688173 


BLAST score 


303 


E value 


1 . Oe-27 


Match length 


88 


% identity 


70 


NCBI Description 


(AL031804) putative protein [Arabidopsis thaliana] 


Seq. No. 


307344 


Seq. ID 


uC-zmflb73274h04bl 


Method 


BLASTX 


NCBI GI 


g2462760 


BLAST score 


179 


E value 


5 . 0e-13 


Match length 


122 


% identity 


35 


NCBI Description 


(AC002292) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


307345 


beq. ID 


uC-zmf Ib73275a07bl 


TV/Ty^s Jn 

iyie Liioa 


bhAb xJN 






BLAST score 


271 


E value 


1.0e-151 


Match length 


444 


% identity 


95 


NCBI Description 


Zea mays ABA- and ripening-inducible-like protein mRNA, 




complete cds 


Seq. No. 


307346 


oeq* iu 


uo- zmr id / j ^ / oal l a 1 


Method 


BLASTX 


NCBI GI 


g4165488 


BLAST score 


251 


E value 


1.0e-21 


Match length 


54 



43635 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

(AJ13239£>- alpha-tubulin 3 [Hordeum vulgare] 
307347 

uC-zmflb73276a06bl 

BLASTX 

g516554 

216 

1.0e-13 

50 
78 

(U10079) cyclin IaZm [Zea mays] 
307348 

uC-zmflb73276a!0bl 

BLASTX 

g4581164 

194 

6.0e-22 

98 
58 

(AC006220) putative polyprotein [Arabidopsis thaliana] 
307349 

uC-zmflb73276cllbl 

BLASTX 

gl35411 

361 

2.0e-34 

90 

80 

TUBULIN ALPHA- 2 CHAIN >gi_82732_pir S15772 tubulin alpha-2 

chain - maize >gi_22148_emb_CAA33733_ (X15704) 
alpha2 -tubulin [Zea mays] 

307350 

uC-zmflb73276dl2bl 

BLASTX 

g4371280 

272 

5.0e-34 

100 

7 3 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
307351 

uC-zmflb73276f06bl 

BLASTX 

g3549654 

291 

2.0e-26 

108 

57 

(AL031394) metal-transporting P-type ATPase (fragment) 
[Arabidopsis thaliana] 



Seq. No. 



307352 



43636 



Seq. ID 
Method 
NCBI GI " 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflb73276f07bl 
BLASTS r 
g4455169 
200 

1.0e-15 

96 
43 

(AL035521) putative aldehyde dehydrogenase E Arabidopsis 
thaliana] 

307353 

uC-zmflb73276g01bl 

BLASTX 

g4584525 

347 

9.0e-33 

92 

66 

(AL04 9607) protein phosphatase 2C-like protein [Arabidopsis 
thaliana] 



§eq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307354 

uC-zmflb73276g08al 

BLASTN 

g416146 

49 

5.0e-19 

101 
87 

Zea mays beta- 6 tubulin 



(tub 6) gene and mRNA, complete cds 



307355 

uC-zmflb73276h04bl 

BLASTX 

g3342802 

329 

-9.0e-31 
91 
77 

(AF061838) putative cytosolic 6-phosphogluconate 
dehydrogenase [Zea mays] 

507356 

uC-zmflb73276h05bl 

BLASTX 

g2088647 

209 

2.0e-16 

160 

42 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_3 138394 (AF036340) LRR- containing F-box protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



307357 

uC-zmflb73277cl2bl 
BLASTX 



43637 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



g542179 
236 

2.0e-20 

49 

96 

alpha tubulin 
chain - maize 
alpha tubulin 



- maize >gi_629837_pir S39998 tubulin alpha 

(fragment) >gi_393401_emb_CAA52158_ (X73980) 
[Zea mays] 



307358 

uC- zmflb7 327 8b0 6bl 

BLASTX 

g3202024 

193 

9.0e-18 

83 

58 

(AF069315) thylakoid-bound L-ascorbate peroxidase precursor 
[Mesembryanthemum crystallinum] 

307359 

uC-zmflb73278c07bl 

BLASTX 

g3236478 

168 

6.0e-12 

39 

85 

(AF071196) 26S protease regulatory subunit [Gossypium 
hirsutum] 

307360 

uC-zmflb73278c08bl 

BLASTX 

gl203832 

594 

1.0e-61 

146 

78 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_1588407_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 



307361 

uC-zmflb73278e02a2 

BLASTX 

g4454051 

190 

2.0e-14 

68 
54 

(AL035394) putative polygalacturonase 
thaliana] 



[Arabidopsis 



307362 

uC-zmflb73278e04bl 
BLASTX 



43638 



NCBI GI gl711036 

BLAST' score 169 

E value 7.0e-23 

Match length 69 

% identity 73 

NCBI Description (U78952) hydroxyproline rich glycoprotein PsHRGPl [Pisum 
sativum] 



Seq. No. 

Seq. IB 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307363 

uOzmflb73278e06bl 

BLASTX 

g3599491 

227 

4.0e-19 

71 

62 

(AF085149) putative 



aminot rans f erase 



[Capsicum chinense] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307364 

uC-zmflb73278f05bl 

BLASTX 

g4512714 

365 

9.0e-35 

95 

76 

(AC006569) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307365 

uC-zmflb73278g01bl 

BLASTX 

g3242783 

471 

3.0e-47 

133 

63 

(AF055354) respiratory burst oxidase protein B [Arabidopsis 
thaliana] 



Seq. No. 


307366 


Seq. ID 


uC-zmflb73278g05bl 


Method 


BLASTX 


NCBI GI 


gl707642 


BLAST score 


266 


E value 


4.0e-23 


Match length 


175 


% identity 


34 


NCBI Description 


(Y07748) TMK [Oryza 


Seq. No. 


307367 


Seq. ID 


uC-zmflb73278h!0bl 


Method 


BLASTX 


NCBI GI 


gl814403 


BLAST score 


686 


E value 


2.0e-72 


Match length 


168 


% identity 


82 



43639 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match - length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U8488&) methionine synthase [Mesembryanthemum 
crystallinumj 

307368 

uC-zmflb73279a04bl 

BLASTN 

g2341060 

58 

5.0e-24 

178 

83 

Zea mays translational initiation factor eIF-4A (tif-4A3) 
mRNA, complete cds 

307369 

uC-zmflb73279a06bl 

BLASTX 

gl8'06140 

161 

1.0e-ll 

42 

76 

(X97314) cdc2MsC [Medicago sativa] 
307370 

uC-zmflb73279alla2 ^ 

BLASTX 

g2145356 

222 

4.0e-18 

63 
63 

(Y11122) HD-Zip protein [Arabidopsis thaliana] >gi_3132474 
(AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 

307371 

uC-zmf|£73279c01bl 

BLASTN 

g607797 

100 

9.0e-49 

169 

91 

Zea mays FRB73 mitochondrion maturase-related protein 
(mat-r) gene, complete cds, and NADH dehydrogenase subunit 
I (nadl) gene, exon E, partial cds 

307372 

uC-zmflb73279e08a2 

BLASTX 

gll72861 

213 

2.0e-17 

82 
54 

RIBULOSE BISPHOSPHATE CARBOXYLASE LARGE CHAIN PRECURSOR 
(RUBISCO LARGE SUBUNIT) >gi_1363613_pir S58560 ,/ 



43640 



Seq. No. 
Seq. ID 
Method • - 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribulqse-bisphosphate carboxylase (EC 4.1.1.39} large chain 
- maize" chloroplast >gi_1803£_emb_CAA78027_ (Z11973) 
Ribulose bisphosphate carboxylase [Zea mays] 
>gi_902230_emb_CAA60294_ (X86563) rubisco large subunit 
[Zea mays] 

307373 

uC-zmflb73279h09a2 

BLASTX 

g^347195 

161 

3.0e-ll 

87 

39 

(AC002338) hypothetical protein [Arabidopsis thaliana] 
307374 

uC-zmflb73279hl0bl 

BLASTN 

g2921303 

71 

4.0e-32 
111 

92 

Zea mays herbicide safener binding protein (SBP1) mRNA, 
complete cds 

307375 

uC-zmflb73280a04b2 

BLASTX 

g4056503 

162 

3.0e-ll 

36 

86 

(AC005896) unknown protein [Arabidopsis thaliana] 
307376 

uC-zmflb73280al0b2 

BLASTX 

g!362162 

359 

3.0e-34 

88 

76 

beta-glucosidase BGQ60 precursor - barley >gi_804656 
(L41869) beta-glucosidase [Hordeum vulgare] 

307377 

uC-zmflb73280b04b2 

BLASTX 

g3928543 

177 

3.0e-28 

119 

54 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 



43641 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] 
307378 

uC-zmflb73282g06al 

BLASTX 

g516554 

168 

9.0e-12 

59 

73 

(U10079) cyclin IaZm [Zea mays] 
307379 

uC-zmflb73283b05b2 

BLASTX 

g4510348 

167 < - , 

1.0e-ll 

57 

51 

(AC006921) unknown protein [Arabidopsis thaliana] 
307380 

uC- zmf lb7 32 8 3d0 9al 

BLASTX 

g4506489 

203 

6.0e-16 

78 
51 

replication factor C (activator 1) 3 (38kD) 

>gi_3915601_sp_P40938_AC13_HUMAN ACTIVATOR 1 38 KD SUBUNIT 
(REPLICATION FACTOR C 38 KD SUBUNIT) (Al 38 KD SUBUNIT) 
(RF-C 38 KD SUBUNIT) (RFC38) >gi_1498259 (L07541) 

replication factor C, 38-kDa subunit [Homo sapiens] 

307381 

uC-zmflb73283ellb2 

BLASTX 

g3551960 

277 

1.0e-24 

116 

50 

(AF082033) senescence-associated protein 15 [Hemerocallis 
hybrid cultivar] 

307382 

uC-zmflb73284a06bl 

BLASTX 

g4138265 

213 ' ' 

2.0e-17 

49 

84 

(AJ006228) Avr9 elicitor response protein [Nicotiana 
tabacum] 



43642 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NdBI Description 



307383 

uC-zmflb73284allbl 

BLASTX 

g4138265 

183 

8.0e-14 

53 
68 

(AJ006228) Avr9 elicitor response prdtein [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method ^ 
NCBI GI ■* 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



307384 

uC-zmflb73284b09bl 

BLASTN 

gl839582 

90 

5.0e-43 

145 

92 

polyubiquitin homolog {clone CHEM 6} 
INRA 258 , mercuric chloride-treated, 
199 nt, segment 1 of 2] 



[Zea mays^maize, cv. 
leaves, irtRNA" Partial, 



307385 

uC-zmflb73284c03bl 

BLASTX 

g4204260 

152 

9.0e-10 

77 

44 

(AC005223) 25568 [Arabidopsis thaliana] 
307386 

uC-zmflb73284c07al 

BLASTX 

g4539321 

223 

3.0e-18 

71 

54 

(AL035679) putative protein [Arabidopsis thaliana] 
307387 

uC-zmflb73284cl0bl 

BLASTX 

g3928142 

452 

3.0e-45 

96 

97 

(AJ131045) protein phosphatase 
307388 

uC-zmflb73284d03bl 
BLASTN 



[Cicer arietinum] 



43643 



NCBI GI 


g511665 


BLASf'score 


42' 


E value 


I . Ue-14 


Ma ten lengtn 


1 A £ 
14 D 


% identity 


84 


inudI Description 


Rice gene for aspartic protease , complete cds 


Seq. No. 


307389 


Seq. ZD 


uC-zmrlD73284e01al 


iyisii.fi0Ct 


T>T 7\C I'M 


NCBI GI 


g22091 


BLAST score 


187 


E value 


1 . Ue-101 


Matcn lengtn 


■n /> o 

303 


% identity 


91 


jnudi Description 


Z . diploperennis gene for hydroxyproline-rich glycoprotein 


Seq. No. 


307390 


Seq. ID 


uC-zmf Ib73284el2al 


Method 


BLASTX 


NCBI GI 


gl857256 


BLAST score 


307 - 


E value 


6. Oe-28 


Matcn lengtn 


TOO 

128 


£ identity 


48 


NCBI Description 


(U753G0) -MURAZC [Zea mays] 


Seq. No. 


307391 


Seq. ID 


uC-zmf lb73284f 05bl 


Method 


TIT TV Ctnv 

BLASTX 


NCBI GI 


g4539335 


BLAST score 


155 


E value 


2 . 0e-10 


Match length 




% identity 


55 


Nuni Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


w '* 

A r"l A 

307392 


Seq. ID 


uC-zmflb73285c!2al 


Metnou 


BLASTN 


NCBI GI 


g3925228 


BLAST score 


55 


E value 


3. 0e-22 


Matcn lengtn 


103 


% identity 


88 


nldi Description 


Zea mays peroxidase J gene, partial cds 


Seq. No. 


307393 


beq. ID 


uC-zmflb73285e02bl 


Method 


BLASTX 


INLBI bl 


gl040913 




~± u j. 


E value 


5.0e-39 


Match length 


76 


% identity 


97 


NCBI Description 


(U31381) ribulose-1, 5-bisphosphate carboxylase/oxygenase 




large subunit [Tristachya biseriata] 



43644 



Seq. No. 
Seq^ ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 

Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



307394 

uC-zmflb73285e06bl 

BLASTN 

g4539654 

34 

2.0e-09 
62 

89 ^ 
Sorghum bicelor 22 kPa kafirin cluster 

307395 

uC-zmflb73285f09bl 

BLASTX 

gl706958 

384 

4.0e-37 

94 

71 

(U58284) cellulose synthase [Gossypium hirsutum] 
307396 

uC-zmflb73285g08bl 

BLASTN 

g4521194 

73 

1.0e-32 

153 

87 

Oryza sativa DNA, centromere sequence RCB11 
307397 

uC-zmflb73285h08bl 

BLASTX 

gl076746 

550 

2'.0e-56 ^ - 

137 

82 

heat shock protein 70 - rice (fragment) 

>giJ763160_emb_CAA47948__ (X67711) heat shock protein 70 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307398 

uC-zmflb73286al0bl 

BLASTN 

g20280 

38 

4.0e-12 

70 
89 

Rice gene for phenylalanine ammonia-lyase 



(EC 4.3.1.5) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



307399 

uC-zmflb73286b09bl 

BLASTN 

g2737881 



43645 



score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

B£AST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

'% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 
113 

88 -i' 
Saccharum sp. polyphenol oxidase mRNA, complete cds 

307400 

uC-zmflb73286c04bl 

BLASTX 

g2500497 

319 ' 

2.0e-29 

61 

100 

40S RIBOSOMAL PROTEIN S21 >gi_1419372__emb_CAA67225_ 
(X98656) ribosomal protein S21 [Zea mays] 

307401 

uC-zmflb73286e04bl 

BLASTX 

g3738337 

242 

6.0e-26 

179 

38 

(AC005170) putative reverse transcriptase [Arabidopsis 
thaliana] 

307402 

uC-zmflb73286e09bl 

BLASTN 

gl255684 

34 

6.0e-10 

50 

92 

Rice mRNA for aspartic protease, complete cds 
307403 

uC-zmflb73286h01bl 

BLASTN 

gl864000 

73 

7.0e-33 

145 

88 

Maize DNA for Fd III, complete cds 
307404 

uC-zmflb73287b02bl 

BLASTX 

g3548803 

180 

5.0e-13 

55 
69 

(AC005313) putative DNA-binding protein [Arabidopsis 



43646 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana! >gi_4335770__gb_AAD17 447_ (AC006284) putative 
SMUBP-2 [mouse] DNA-bindlng protein [Arabidopsis" thaliana] 

307405 

uC-zmflb73287b03bl 

BLASTX 

g2623311 

225 

1.0e-18 

66 

67 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi_3402720 (AC004261) unknown protein [Arabidopsis 
thaliana] 

307406 

uC-zmflb73287c02bl 

BLASTX 4 

g733454 

145 

6.0e-09 

29 

93 

(U23188) chlorophyll a/b-binding apoprotein CP26 precursor 
[Zea mays] 

307407 

uC-zmflb73287c07bl 

BLASTN 

g3769431 

53 

6.0e-21 

81 

91 

Zea mays RNA polymerase sigma factor 2 (sig2) mRNA, nuclear 
mRNA encoding chloroplast protein, partial cds 

307408 

uC-zmflb73287f09bl 

BLASTX 

g4584356 

487 

4,0e-51 

161 

65 

(AC006420) putative replication protein A [Arabidopsis 
thaliana] 

307409 

uC-zmflb73289b07bl 

BLASTXc 

gl293835 

260 

3.0e-22 

126 

40 

(U56965) C15H9.5 gene product [Caenorhabditis elegans] 



43647 



Seq. No. 


oU / 4 1U 


oeq. lu 


ZlUlllJ / jZ 0 jCUlDl 


Method 


BLASTX 


NCBI GI 


g3252807 


BLAST score 


J /o 


E value 


z . ue-jb 


Matcn lengtn 


lol 


% identity 


DU 


NCBI Description 


(AC004705) hypothetical protein [Arabidopsis trial. 


Seq. No. 


oU / 4 11 


oeq. lu 


uu — ziuiid / ozy lauioi 


Method 


BLASTX 


-NCBI GI 


g543063 


biiAoi score 


1/0 


E value 


z . ue— lo 


Matcn lengtn 


DU 


% identity 


3 / 


NCBI Description 


zinc-finger protein, BR140 - human 


Seq. No. 


3U /41z 


beq. ID 


uo-zmxiD /ozyiauoJDi 


Method 


BLASTX 


NCBI GI 


g4204300 


BLAST score 


139 


E value 


o . Ue-uy 


Match length 


61 


% identity 


54 


NCBI Description 


(AC003027) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


OAT /I 1 O 

307413 


Seq. ID 


uC-zmrlo / 3zylgu3al 


Method 


BLASTX 


NCBI GI 


g629844 


BLAST score 


214 


E value 


4.0e-17 


Matcn lengtn 


o c 
OO 


% identity 


Do 


NCBI Description 


heat shock protein hsp70-5 - maize (fragment) 




>gi_498775 emb CAA55184 (X78415) heat shock proti 




[Zea mays] 


Seq. No. 


307414 


oeq. iu 


uu — zmriD / oz y igi uoi 


Method 


BLASTX 


NCBI GI 


gl708464 


BLAST score 


231 


E value 


9.0e-20 


Match length 


63 


% identity 


62 



NCBI Description 



PUTATIVE DIHYDROXY-ACID DEHYDRATASE PRECURSOR (DAD) 
(2,3-DIHYDROXY ACID HYDROLYASE) >gi_1213255_emb_CAA93689_ 
(Z69795) unknown [Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 



307415 

uC-zmflb73291h02al 



43648 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4582436 

139 

8.6e-09 

59 

56 

(AC007196) 



unknown protein [Arabidopsis thaliana] 



307416 

r uC-zmflb73292a09bl 
' BLASTN 

g3309177 

84 

3.0e-39 

136 
90 

Zea mays starch branching enzyme I 
cds 



(sbel) gene, complete 



Seq. No. 
Seq. ID 
Method 
'NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GX 

BLAST "score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



307417 

uC-zmflb73292al0al 

BLASTX 

g3834304 

204 

3.0e-16 

67 

67 

(AC005679) Contains similarity to gi_1786244 hypothetical 
24.9 kD protein in surA-hepA intergenic region yabO from 
Escherichia coli genome gb_AE000116, and to hypothetical 
YABO family PF__0084 9. [Arabidopsis thaliana] 

307418 

uC-zmflb73292al0bl 

BLASTX 

g3834304 

366 ' 

7.0e-35 

141 

50 

(AC005679) Contains similarity to gi_1786244 hypothetical 
24.9 kD protein in surA-hepA intergenic region yabO from 
Escherichia coli genome gb_AE00Q116, and to hypothetical 
YABO family PF_0084 9. [Arabidopsis thaliana] 

307419 

uC-zmflb73292bl2bl 

BLASTN 

g22100 

42 

1.0e-14 

46 

98 

Z.mays 27kDa zein locus DNA 
307420 

uC-zmflb73292d01al 



43649 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 



BLASTN 

g507844 

130 

8.0e-67 

338 
86 

Zea mays A188 retrotransposon gag gene, complete cds 
307421 

uC-zmflb73292d01bl 

BLASTX 

g4416303 

315 

6.0e-35 

91 

88 

(AF105716) gag protein [Zea mays] 
307422 

uC-zmflb73292d06bl 

BLASTX 

g3#85977 

141 

3.0e-09 

36 

69 

(AC005560) putative growth regulator protein [Arabidopsis 
thaliana] 

307423 

uC-zmflb73292d07bl 

BLASTX 

gl29232 

229 

6.0e-19 

67 

75 "-^ 

ORYZAIN BETA CHAIN PRECURSOR >gi_67645_pir KHRZOB oryzain 

(EC 3.4.22.-) beta precursor - rice 

>gi_218183_dbj_BAA14403_ (D90407) oryzain beta precursor 
[Oryza sativa] 

307424 

uC-zmflb73292fllbl 

BLASTX 

g2330863 

155 

6.0e-10 

63 
41 

(Z98533) mrna 3'-end processing protein rnal4. 
[Schizosaccharomyces porabe] 

307425 

uC-zmflb73292h02al 

BLASTN 

g217973 



43650 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value , - 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



181 

2.0e-97 

240 

94 

Zea mays gene for triosephosphate isomerase, complete cds 
307426 

uOzmflb73294al2bl' 
B-LASTX *'*-' 
g2149640 
447 

1.0e-44 

112 
75 

(U91995) Argonaute protein [Arabidopsis thaliana] 
307427 

uC-zmflb73294d04bl 

BLASTX 

g2984709 

165 

8.0e-12 

37 

89 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 
307428 

uC-zmflb73294f01bl 

BLASTX 

g2392895 

307 

3.0e-28 

91 

65 

(AF017056) 
thaliana] 



brassinosteroid insensitive 1 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307429 

uC-zmflb73294g!2bl 

BLASTX 

g3894157 

197 

2.0e-28 

167 

23 

(AC005312) putative protein kinase, 3' partial [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307430 

uC-zmflb73295dllb2 

BLASTX 

g2809251 

294 

2.0e-29 

137 

48 

(AC002560) F21B7.20 



[Arabidopsis thaliana] 



43651 



Seq. No. 

Seq. ID, 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307431 

uC-zmflb73296c07b2 

BLASTX 

gl35398 

697 

1.0e-73 

129 

100 

TUBULIN ALPHA- 1 CHAIN >gi_82731_pir S15773 ' tubulin alpha-1 

chain - maize >gi_22147_emb_CAA33734_ (X15704) 
alphal-tubulin [Zea mays] 



Seq. No. 


307432 


Seq. ID 


uC-zmflb73296f01b2 


Method 


BLASTX 


NCBI GI 


g4539457 


BLAST score 


o ri r\ 


E value 


9.0e-38 


Match length 


92 


% identity 


77 


NCBI Description 


(AL049500) heat shock transcription factor-like protein 




[Arabidopsis thaliana] 


Seq. No. 


307433 


Seq. ID 


uC-zmflb73296f08b2 


Method 


BLASTX 


NCBI GI 


g585202 


BLAST score 


472 


E value 


5.0e-54 


Match length 


110 


% identity 


98 


NCBI Description 


GLUTAMINE SYNTHETASE ROOT ISOZYME 2 (GLUTAMATE — AMMONIA 




LIGASE) >gi_481807_pir S39478 glutamate — ammonia ligase 




(EC 6.3.1.2) 1-2, cytosolic - maize 




>gi_434326_emb_CAA46720_ (X65927) glutamine synthetase 




mays] 


Seq. No. 


o r\ T A O A 

307434 


Seq. ID 


uC- zmf lb7 32 9 6g0 6b2 


Method 


BLASTX 


NCBI GI 


g2244910 


BLAST score 


147 *, ** 


E value 


2.0e-09 


Match length 


75 


% identity 


41 


NCBI Description 


(Z97339) unnamed protein product [Arabidopsis thaliana] 


Seq. No. 


307435 


Seq. ID 


uC-zmflb73296g08b2 


Method 


BLASTN 


NCBI GI 


g3341647 


BLAST score 


99 


E value 


3.0e-48 


Match length 


243 


% identity 


90 


NCBI Description 


Zea mays Ama gene encoding single-subunit RNA polymerase 



43652 



Seq. No. 

ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity. 
NCBl Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307436 

uC-zmflb73296g!2al 

BLASTX 

g4538896 

197 

3.0e-15 

113 

38 

(AL049482) putative protein [Arabidopsis thaliana] 
307437 

uC-zmflb73296h02b2 

BLASTN 

g2113846 

51 

7.0e-20 

107 

87 

Hordeum vulgare mRNA for hypothetical protein, partial, 
clone WL5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307438 

uC-zmflb73297d01al 

BLASTN 

g2642212 

36 

8.0e-ll 

92 
85 

Zea mays nitrate-induced NOI protein gene, complete cds 
307439 

uC-zmflb73297d04b2 

BLASTN 

g2738247 

37 \ 

2.0e-ll 

65 

89 

Arabidopsis thaliana cobalamin- independent methionine 
synthase (ATCIMS) mRNA, complete cds 

307440 

uC-zmflb73297d!0b2 

BLASTX 

g3747048 

200 

4.0e-16 

43 
95 

(AF093539) methionine synthase [Zea mays] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



307441 

uC-zmflb73298a03bl 

BLASTX 

g2668742 



43653 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST, score 

E value 

Match length 

% identity 

.NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



201 

2.0e-16 

77 
62 

(AF034 945) glycine-rich RNA binding protein [Zea mays] 
307442 

uC-zmflb73298b07bl 

BLASTX _ ^ - 

g3850111 

490 

2.0e-49 

141 

58 

(AL033388) hypothetical integral membrane protein, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 

307443 

uC-zmflb73298el2bl 

BLASTX 

gl946355 

161 

6.0e-ll 

51 

59 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

307444 

uC-zmflb73298fl2bl 

BLASTX 

g3850576 

320 

1.0e-29 

86 

70 

(AC005278) Strong similarity to gb_U04968 nucleotide 
excision repair protein (ERCC2) from Cricetulus grisseus. 
[Arabidopsis thaliana] 

307445 

uC-zmflb73298g04al 

BLASTN 

g520581 

37 

2.0e-ll 

81 

86 

Barley gene for Ids3, complete cds 
307446 

uC-zmflb73298g08al 

BLASTX 

g209603 

149 

9.0e-10 



43654 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. , ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



48 
61 

(M31426) ubiquitin/relaxin fusion protein [Artificial gene] 
307447 

uC-zmflb73299al2al 

BLASTN 

g498772 

159 

3.0e-84 

282 

90 

Z.mays (cv DH5xDH7) hsp70-4 mRNA for heat shock protein 
307448 

uC-zmflb73299h05bl 

BLASTX 

g4371285 

171 

5.0e-12 

47 

66 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
307449 

uC-zmflb73299h06bl 

BLASTN 

g576885 

62 

4.0e-26 

62 

100 

Zea mays kaurene synthase A (Anl) mRNA, complete cds 
307450 

uC-zmflb73300d07al 

BLASTN 1 

g453188 

131 

2.0e-67 

190 

91 

"Z.mays acp mRNA for acyl carrier protein 
307451 

uC-zmflb73300e06bl 

BLASTX 

g3785994 

181 

3.0e-13 

90 

44 

(AC005499) hypothetical protein [Arabidopsis thaliana] 
307452 

uC-zmflb73300e09al 
BLASTN 



43655 





11 W 


NCBI GI 


g4220633 


BLAST score 


74 


E value 


2 . 0e-33- 


Match length 


82 


% identity 


98 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




K7J8, complete sequence [Arabidopsis thaliana] 


Seq. No. 


307453 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI -GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



TAC clone 



uC-zmflb*733rC«)f01al 

BLAST N 

gl335965 

56 

5.0e-23 

112 

88 

Zea mays acetyl CoA carboxylase mRNA, partial cds 
307454 

uC-zmflb73300f02al 

BLASTX 

g45-87525 

175 

1.0e-12 

87 

38 

(AC007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gbJT7,6582, gb_N06574 and gb_Z25700 come from this gene. 
[Arabidopsis thaliana] 

307455 

uC-zmflb73300h02bl 

BLASTX 

g3702352 

169 

9.0e-12 

42 
76 

(AC005397) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 

307456 

uC-zmflb73300hl0bl 

BLASTX 

g2335097 

472 

3.0e-47 

152 

17 

(AC002339) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

307457 

uC-zmflb73301e08b2 

BLASTX 

gl001935 



43656 



BLAST score 
E value 
Match length. 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
-Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



304 

7.0e-28 

60 fc. 

100 

(X81199) ZMM1 [Zea mays] >gi_1167914 
protein [Zea mays] 



(U31522) MADS box 



307458 

uC-zmflb73301f63b2 

BLASTX 

g3128168 

458 

9.0e-46 
143 

59 • 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 

307459 

uC-zmflb73302e05al 

BLASTX 

gl68570 

213 

1.0e-17 

56 

84 

(M95077) phenylalanine ammonia lyase [Zea mays] 
307460 

uC-zmflb73303b05a2 

BLASTX 

gl706082 

289 

3.0e-26 

82 

63 

SERINE CARBOXY PEPTIDASE II-3 PRECURSOR (CP-MII.3) 

>gi_629787_pir S44191 serine-type carboxypeptidase (EC 

3.4.16.1) II-3 - barley >gi_619350_bbs_153536 
CP-MII.3=serine carboxypeptidase [Hordeum vulgare=barley, 
cv. Alexis, aleurone, Peptide, 516 aa] 

>gi_474392_emb_CAA55478_ (X78877) serine carboxylase II-3 
[Hordeum vulgare] 

307461 

uC-zmflb73303dl2bl 

BLASTX 

g4558591 

215 

2.0e-17 

75 

52 

(AC006555) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 

307462 

uC- zmf lb7 3303f01bl 



43657 



Method 




NCBI GI 


g459267 


BLAST score 


127 


E value 


3. Oe-65 


Match length 


155 


% identity 


96 


NCBI Description 


Z.mays gene for HMG protein 


Seq. No, 


307463 


Seq. ID 


uC-zmrlb73303f 03a2 


Method 


DT 7\ o rrv 
rJ.LA.bi A 


NCBI GI 


g3036805 


BLAST score 


229 


E value 


2 . Oe-19 


Match length 


76 


% identity 


54 


NCBI Description 


(AL022373) thaumatin-like protein [Arab: 


Seq. No. 


307464 


Seq. ID 


uC-zmflb73303f 12bl 


Method 


BLASTX 


NCBI GI 


all69544 


BLAST score 


452 


E ~ value 


3.0e-47 


Match length 


131 


% identity 


72 


NCBI Description 


ERD1 PROTEIN PRECURSOR >gi 541859_pir * 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



- Arabidopsis thaliana >gi_4 97 629_dbj_BAA04506_ (D17582) 
ERD1 protein [Arabidopsis thaliana] 

307465 

uC-zmflb73304f07bl 

BLASTX 

g4098521 

187 

2.0e-14 

46 

76 

(U79160) HMG-CoA synthase [Arabidopsis thaliana] 
>gi_4098523 (U79161) HMG-CoA synthase [Arabidopsis 
thaliana] 

307466 

uC-zmflb73304fl2al 

BLASTX 

gl931647 

410 

4.0e-40 

123 
64 

(U95973) endomembrane protein EMP70 precusor isolog 
[Arabidopsis thaliana] : ^ 

307467 

uC-zmflb73304gl2bl 
BLASTN 

g!532072 * . 



43658 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description/ 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

1.0e-39 

29?- 
87 

Z.mays mRNA for S-adenosylmethionine decarboxylase 



307468 

uC-zmflb73304h06al 

BLASTN 

g3004949 

135 

4.0e-70 

156 

97 

Zea mays tonoplast intrinsic protein 
complete cds 



(ZmTIPl) mRNA, 



307469 

uC-zmflb73304h09bl 

BLASTX 

g3688398 

207 . . 

8.0e-17 

41 

95 

(AJ006358) ascorbate peroxidase [Hordeum vulgare] 
307470 

uC-zmflb73305a05b2 

BLASTX 

gl707364 

156 

2.0e-10 

36 
83 

1X94626) AATP2 [Arabidopsis thaliana] 
307471 

uC-zmflb73305allb2 

BLASTX 

g3831457 

349 

7.0e-33 

93 
71 

(AC005700) putative ion channel protein [Arabidopsis 
thaliana] 

307472 

uC-zmflb73305c05b2 

BLASTX 

g4220521 

163 

1.0e-ll 

44 

61 

(AL035356) putative protein [Arabidopsis thaliana] 



43659 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307473 

uC-zmflb73305dl0b2 

BLASTX 

g2914703 

399 

6.0e-39 

118 

58 

(AC003974) unknown protein [Arabidopsis thaliana] 
307474 

uC-zmflb73305fl2b2 

BLASTX 

g2190549 

275 

2.0e-25 

96 

66 

(AC001229) No definition line found [Arabidopsis thaliana] 
307475 

uC-zmflb73305h03b2 

BLASTX 

g2129549 

240 

3.0e-20 

97 

52 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK19 - 

Arabidopsis thaliana >gi_2129551_pir S71778 

calcium-dependent protein kinase 19 - Arabidopsis thaliana 
>gi_836942 (U20624) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836948 (U20627) 
calcium-dependent protein kinase [Arabidopsis thaliana] 

307476 

uC-zmflb73305h05al - 

BLASTX 

g2462925 

236 

5.0e-20 

62 
79 

(AJ000053) GTP cyclohydrolase II / 

3, 4-dihydroxy-2-butanone-4-phoshate synthase [Arabidopsis 
thaliana] 

307477 

uC-zmflb73305h07b2 

BLASTX 

g3334147 

161 

7.0e-22 

110 

45 

ENDOCHITINASE 1 PRECURSOR >gi_1469788 (U60197) class I 



43660 



chitinase [Gossypium hirsutum] 



Sea. No 


307478 


Sea ID 


uC- zmf lb7 33 0 6a 0 6a 1 


Method 


BLASTN 


NCBI GI 


g4416300 


I3T 7V O rn _ „ — 


^A 


F 1 1 no 
£_> v CIJ. tie 




i w Id CC^Il icily L.X1 


00 


0 lUCllLlL^y 


*± j 


jnl^di uescnpnon 


Zea mays chromosome 4 22 kDa zein— associated intercluster 




region, complete sequence 


Sea No 


307479 


Seq. ID 


uC-zmflb73306b01bl 


Method 


BLASTN 




rrl 90 Q674 






Hi VdlUc 


9 Ho— 1 £ 
Z • Uc ID 




A R 


? laentiiy 


1UU 


inud± uescripr.xon 


Murine MAP kinase kinase 6c mRNA, complete cds 




O U / *i o u 


Sea TD 


Ll^ ZjIuJ — LJJ / J J U UJJU JJJ1 


Me1~h oH _ 




NCBI GI 


gl711492 


BLAST score 


452 


E value 


o . ue~*io 






laentity 


y y 




r±rsS3±v*±i>lZi UlhKsi\i\iD\jA. I lxrioii* ^^\KoJJ^; ^iiUU; -^gx pxr Js2ZJ J 




argmme aecarooxyxase 4.i.i.iyj — tomato >gi ^yooou 




(L16582) arginine decarboxylase [Lycopersicon esculentum] 


Sea Mn 


?f!74fi1 

JU f 1 O X 


Sea ID 




Method 


BLASTX 


NCBI GI 


gll5806 


BLAST score 


305 


E value 


2.0e-28 


Match length 


54 


% identity 


100 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 



(CAB-5) (LHCP) >gi_100198_pir S10858 chlorophyll 

a/b-binding protein precursor - tomato >gi_170392 (M17559) 
chlorophyll a/b-binding protein precursor' [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
^ % identity 



307482 

uC-zmflb73306b05bl 

BLASTN 

gl70521 

66 

4.0e-29 

90 
96 



43661 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length' 

% identity 

NCBI Description 



Tomato leaf wound-induced proteinase inhibitor II mRNA, 
complete cds 

307483 

uC-zmflb73306c02bl 

BLASTX 

gl352734 

159 

3-0e-ll 

3T 
89 

PROBABLE PECTATE LYASE P56 PRECURSOR 

>gi_551656_emb_CAA33524_ (X15500) P56 protein [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307484 

uC-zmflb73306c04bl 

BLASTN 

gll03688 

166 

1.0e-88 

174 

99 

L. esculentum mRNA for metallothionein-like protein 
307485 

uC-zmflb73306c06bl 

BLASTX 

g3785996 

192 

4.0e-15 

64 

58 

(AC005499) putative annexin [Arabidopsis thaliana] 
307486 

uC- zmf lb7 3306 cG8b 1 

BLASTN 

g4468776 

47 

1.0e-17 

62 

95 

Urechis caupo mRNA for cytoplasmic intermediate filament 
protein 

307487 

uC-zmflb73306c09bl 

BLASTX 

g3024020 

220 

2.0e-18 

42 

98 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



43662 



Seq. No. 

JSeq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI -Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

&eq-; ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307488 

uC-zmflb73306cl0bl 

BLASTN 

gl042033 

52 

2.0e-20 

56 
98 

l-phosphatidyl'inositol-4-phosphate 5- 
[human, peripheral blood leukocytes, 



■kinase isoform C 
mRNA, 1835 nt] 



307489 

uC-zmflb73306cllbl 

BLASTN 

g2921800 

50 

2.0e-19 

54 

98 

Danio rerio stem cell leukemia protein 
complete cds 



(tal-1) mRNA, 



307490 

uC-zmflb73306d01bl 

BLASTN 

g4324406 

42 

1.0e-14 

42 

100 

Gallus gallus peptide elongation factor 1-beta mRNA, 
complete cds 



307491 

uC-zmflb73306d02bl 

BLASTN 

g2921800 

43 

3.0e-15 

43 

100 

Danio rerio stem cell leukemia protein 
complete cds 



(tal-1) mRNA, 



307492 

uC-zmflb73306d03bl 

BLASTN 

g!042033 

48 

7.0e-18 

52 

98 

l-phosphatidylinositol-4-phosphate 5-kinase isoform C 
[human, peripheral blood leukocytes, mRNA, 1835 nt] 



Seq. No. 



307493 



43663 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



uC-zmflb73306d05bl 

BLASTX 

g2642434 

206 

3.0e-16 

63 
60 

(AC002391) putative Rerl protein [Arabidopsis thaliana] 
307494 

uC-zmflb73306d06bl 

BLASTX 

g2765081 

182 

5.0e-29 

101 

67 

(Y10557) g5bf [Arabidopsis thaliana] 
307495 

uC-zmflb73306d08bl 

BLASTN 

gl042033 

58 

4.0e-24 

69 - 
96 

l-phosphatidylinositol-4-phosphate 5-kinase isoform C 
[human, peripheral blood leukocytes, mRNA, 1835 nt] 

307496 

uC- zmf lb7 3 3 0 6d0 9b 1 

BLASTX 

g731511 

171 

9.0e-13 

54 

65 

HYPOTHETICAL 29.7 KD PROTEIN IN RSP5-PAK1 INTERGENIC REGION 
>gi_539138__pir S43218 hypothetical protein YER126c - yeast 

(Saccharomyces cerevisiae) >gi_603365 (U18916) Yerl26cp 

[Sac char omyces cerevisiae] 

307497 

uC-zmflb73306dl2bl 

BLASTN 

g4324406 

46 

9.0e-17 

54 

96 

Gallus gallus peptide elongation factor 1-beta itiRM, 
complete cds 

307498 

uC-zmflb73306e01bl 
BLASTN 



43664 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID. 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl042033 
49 

1.0e-18 

53 

98 ' 

l-phosphatidylinositol-4-phosphate 5-kinase isoform C 
[human, peripheral blood leukocytes, mRNA, 1835 nt] 

307499 

uC-zmflb73306e02bl 

BLASTX 

gl70404 

288 

5.0e-26 

60 

88 

(M14444) chlorophyll a/b-binding protein Cab-3C 
[Lycopersicon esculentum] 

307500 

uC-zmflb73306e04bl 

BLASTX 

g462243 

379 

1.0e-36 

77 

100 

HISTONE H4 >gi_421921_pir S32769 histone H4 - tomato 

>gi_297150_emb_CAA48923_ (X69179) histone H4 [Lycopersicon 
esculentum] >gi_297152_emb_CAA48924_ (X69180) histone H4 
[Lycopersicon esculentum] >gi_2746721 (AF038387) histone H4 
[Capsicum annuum] 

307501 

uC-zmflb73306e05bl 

BLASTX 

gl076776 

161 

6.0e-ll 

33 

94 

histone H2A - wheat >gi_536888_dbj_BAA07276_ (D38087) 

protein H2A [Triticum aestivum] ^gi_1095224^_prf 2108279A 

histone H2A: ISOTYPE=2 [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307502 

uC-zmflb73306e06bl 

BLASTN 

g2369713 

46 

1.0e-16 

50 

98 

Beta vulgaris cDNA 



for elongation factor 



Seq. No. 
Seq. ID 



307503 

uC-zmflb73306e07bl 



43665 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTN 

gl399459 

33 

2.0e-09 

37 

97 

Human mariner-like element-containing mRNA, clone pcHMTl 
307504 

uC-zmflb73306elObl 

BLASTN 

gl217641 

149 

3.0e-78 

237 

91 

L.esculentum mRNA for lOkDa polypeptide precursor of 
photosystem II 

307505 

uC-zmflb73306ellbl 

BLASTN 

g3820481 

48 

5.0e-18 

52 
98 

Homo sapiens syntaxin 4 binding protein UNC-18c (UNC-18c) 
mRNA, complete cds 

307506 

uC-zmflb73306el2bl 

BLASTX 

g974850 

182 

1.0e-13 

38 
87 

(X89023) LHCII type 



I protein [Hordeum vulgare] 



307507 

uC-zmflb73306f01bl 

BLASTN 

gl017801 

52 

2.0e-20 

52 

100 

Shuttle expression vector pBKCMV 
307508 

uC-zmflb7330€f02bl 
- BLASTN 
g2369713 
52 

2.0e-20 
52 



43666 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ~~ 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Beta vulgaris cDNA for elongation factor 
307509 

uC-zmflb73306f03bl 

BLASTX 

g4587562 

300 

1.0e-27 

60 

88 

(AC006550) Belongs to PF_00583 Acetyltransfersase (GNAT) 
family. [Arabidopsis thaliana] 

307510 

uC-zmflb73306f05bl 
BLASTX ^ 
g2129921 
193 

7.0e-15 

51 

75 

hypothetical protein 1 - Madagascar periwinkle >gi_758694 
(U12573) putative [Catharanthus roseus] 

307511 

uC-zmflb73306f06bl 

BLASTX 

g717142 

466 

1.0e-46 

94 

100 

(U21801) alcohol dehydrogenase homolog [Solanum 
lycopersicum] 

307512 

uC-zmflb73306f08bl 

BLASTX 

g2129579 

205 

2.0e-16 

68 
60 

Dwarf 1 protein - Arabidopsis thaliana >gi_516043 (U12400) 
Dwarf 1 [Arabidopsis thaliana] 

307513 

uC- zmf lb7 3 3 0 6g 0 lbl 

BLASTN 

g3820481 

37 

1.0e-ll 

37 

100 

Homo sapiens syntaxin 4 binding protein UNC-18c (UNC-18c) 
mRNA, complete cds 



43667 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307514 

uC-zmflb73306gllbl 

BLASTX 

g543841 

225 

7.0e-19 
47 

98^ 

ADP-RIBOSYLATION FACfOR 1 >gi_322518_pir S28875 

ADP-ribosylation factor 1 - Arabidopsis thaliana >gi_166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana} >gi_4630747_gb_AAD26597 . 1__AC007236_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 

307515 

uC-zmflb73306hllal 

BLASTN 

g22312 

55 

2.0e-22 

134 

87 

Maize ABA-inducible gene for glycine-rich protein ( ABA = 
abscisic acid) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length ' H ' 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307516 

uC- zmf lb7 33 0 6hl2bl 

BLASTN 

g3617765 

40 

1.0e-13 

40 

100 

Anopheles gambiae mRNA for ICHIT protein 
307517 

uC-zmflb73307e02bl 

BLASTX 

g2252854 

192 

1.0e-14 

92 
47 

(AF013294) similar to auxin-induced protein [Arabidopsis 
thaliana] 

307518 

uC-zmflb73307e!2bl 

BLASTX 

g473933 

418 

4.0e-41 

139 

55 

(D29641) KIAA0052 [Homo sapiens] 



43668 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307519 

uC-zmflb73307h03bl 

BLASTX 

gl587206 

395 

2.0e-38 

87 

91 

T complex protein [Cucumis sativus] 
307520 

uC-zmflb73307hllbl 

BLASTX 

gl619602 

167 

3.0e-12 ^ 

75 

47 

(Y08726) MtN3 [Medicago truncatula] 
307521 

uC-zmflb73317a03bl 

BLASTX 

g312179 

254 

6.0e-25 

84 

77 

(X73151) glyceraldehyde 3-phosphate dehydrogenase 
(phosphorylating) [Zea mays] >gi_1184772 (U45855) cytosolic 
glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 
>gi_1185554 (U45858) glyceraldehyde-3-phosphate 
dehydrogenase [Zea mays] 

307522 

uC-zmflb73317a04bl 

BLASTX 

gl706328~ 

402 

4.0e-39 

113 

73 

PYRUVATE DECARBOXYLASE ISOZYME 2 (PDC) >gi_1009710 (U27350) 
pyruvate decarboxylase 2 [Oryza sativa] >gi_1777455 
(U38199) pyruvate decarboxylase 2 [Oryza sativa] 

307523 

uC-zmflb73317a08bl 

BLASTX 

g3264596 

225 

7.0e-19 

56 
84 

(AF057183) putative tonoplast aquaporin [Zea mays] 



43669 



Seq. No. 
Seq. ID 
. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307524 

uC-zmflb73317d07bl 

BLASTN 

g2326946 

161 

1.0e-85 

169 

99 

Z.mays mRNA for ' chlorophyll a/b-binding protein CP29 
307525 

uC-zmflb73317f02bl 

BLASTX 

g2826900 

164 

1.0e-ll 

50 

64 

(AB004461) DNA polymerase alpha catalytic subunit [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307526 

uC-zmflb73317f06bl 

BLASTN 

g!68508 

38 

5.0e-12 

74 

88 

Maize oleosin KD18 



(KD18; L2) gene, complete cds 



307527 

uC-zmflb73317g03bl 

BLASTX 

g2149051 

151 

3.0e-14 

48 

72 

(U73810) small Ras-like GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307528 

uC-zmflb73317h02bl 

BLASTX 

g3122572 

303 

1.0e-27 

80 

74 

NADH-UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (7 6 KD MITOCHONDRIAL COMPLEX I 

SUBUNIT) >gi_1084434_pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) 7 6K chain precursor - potato 
>gi_758340_emb_CAA59818_ (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 



43670 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Descripti.on 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI. GI 

V BLAS£- score , *' ' 
E value " 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



307529 

uC-zmflb73318al2bl 

BLASTX 

g2498882 

231 

4.0e-19 

128 
40 

SPLICEOSOME ASSOCIATED PROTEIN 114 (SAP 114) (SF3A120) 

>gi_21'46§75_pir S6G735 splicing factor SF3a 120K chain - 

human >gi_899298_emb_CAA594 94_ (X85237) human splicing 
factor [Homo sapiens] >gi_3212998 (AC004997) spliceosome 
associated protein 114 (SF3a) [Homo sapiens] 



307530 

uC-zmflb73318e03bl 

BLASTX 

g3236249 

227 

1.0e-18 

76 

55 

(AC004684) hypothetical protein 



[Arabidopsis thaliana] 



307531 

uC-zmflb73318fl0bl 

BLASTX 

gll72932 

156 

2.0e-10 

80 

40 

RIBOFLAVIN-SPECIFIC DEAMINASE >gi_1075214_pir H64103 

riboflavin biosynthesis protein (ribG) homolog - 
Haemophilus influenzae (strain Rd KW20) >gi_1573964 

(0*32775) riboflavin biosynthesis protein (ribD) 

[Haemophilus influenzae Rd] 

307532 

uC-zmflb73318gl2bl 

BLASTX 

g2618693 

.150 - - - 

2.0e-09 
154 
34 

(AC002510) putative zinc-finger protein [Arabidopsis 
thaliana] 

307533 

uC-zmflb73319a04bl 

BLASTX 

gl29916 

212 

5.0e-17 

71 
69 



43671 




NCBI Description PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3) , cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



Seq. No. 307534 

Seq. ID uC-zmflb73319b06bl 

Method BLASTX 

NCBI GI gl29916 

BLAST score 390 

E value 1.0e-39 

Match length 105 

% identity 88 

NCBI Description PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb_CAA33302_ (X15232), phosphoglycerate kinase 
'(AA 1 - 401) [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307535 

uC-zmflb73319c02bl 

BLASTX 

g3435196 

205 

6.0e-16 

107 

40 

(AF067773) glutamyl -tRNA synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307536 

uC-zmflb73319d04bl 

BLASTX 

g421929 

287 

2.0e-27 

111 

10 

ubiquitin - tomafb >gi_312160_emb_CAA51679_ (X73156) 
ubiquitin [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307537 

uC- zmf lb7 3 3 1 9e 0 6bl 

BLASTX 

g541824 

340 

5.0e-32 

99 

67 

protein kinase 
protein kinase 



- spinach >gi_457709_emb_CAA82991_ (Z30330) 
[Spinacia oleracea] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



307538 

uC-zmflb73319g05bl 

BLASTX 

g425194 

308 

2.0e-28 
79 



43672 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score ' 

E value 

Match length 

% identity 

NCBI Description 

■ Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



78 

(L26243) heat shock protein [Spinacia oleracea] >gi__2660772 
(AF034 618) cytosolic heat shock 70 protein [Spinacia 
oleracea] 



307539 

uC-zmflb73324follal 

BLASTN " 

gl68460 

211 

1.0e-115 

239 
97 

Zea mays cyclophilin 



(CyP) mRNA, complete cds 



307540 

uC-zmflb73326a02al 

BLASTX 

g3643607 

240 

2.0e-28 

83 

77 

(AC005395) unknown protein [Arabidopsis thaliana] 
307541 

uC-zmflb73333e03al 

BLASTN 

g435542 

149 

2.0e-78 

208 

94 

Z.mays mRNA for calmodulin 



307542 

uC-zmflb73333ellal 

BLASTN 

g2642323 

320 

1.0e-180 

320 
100 

Zea mays profilin (PR04) mRNA, 



complete cds 



307543 

uC- zmf lb 7 333 3h0 5 a 1 

BLASTX 

g2462936 

187 

7.0e-14 

108 

43 

(Y12321) open reading frame 2 
307544 

uC-zmflb73333h07al 



[Brassica oleracea] 



43673 



Method 

NCBI GI 

BLAST score - 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3426064 

193 

6.0e-15 

87 
53 

(AJ007588) monooxygenase [Arabidopsis thaliana] 
>gi_4467141_emb_CAB37510_ (AL035540) monooxygenase 2 (M02) 
[Arabidopsis thaliana] 

307545 

uC-zmflb73337d02al 

BLASTX 

g3776084 

175 

1.0e-12 

59 
54 

(Y18251) NtN2 [Medicago truncatula] 
307546 

uC-zmflb73342e04a2 

BLASTN 

g293911 

211 - 

1.0e-115 

231 

98 

Zea mays (clone wusll032) mRNA sequence 
307547 

uC-zmflb73344c06a2 

BLASTX 

g2130137 

405 

1.0e-39 

124 

72 

homeotic protein Hox2b - maize >gi_1143707_emb_CAA61910_ 
(X89761) Hox2b [Zea mays] 

307548 

uC-zmflb73345clla2 

BLASTN 

g2984708 

41 

7.0e-14 

90 
84 

Zea mays DnaJ-related protein ZMDJ1 (mdJl) gene, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



307549 

uC-zmflb73346bl0a2 

BLASTX 

g3142297 

339 



43674 



E value 
Match length 
% identity ^_ 
NCBI Description 



9.0e-32 

126 

55 

(AC002411) Contains similarity to serine/threonine protein 
phosphatase gb_X83099 from S. cerevisiae. [Arabidopsis 
thaliana] 



beq. No, 


307550 


o e q . -±u 


uc-zmriD / Jo4 belzaz 


Method 


BLASTN 




g312180 


oLiAoi score 


loo 


E value 


X . U6 - Do 


Match length 


198 


% identity 


91 


iNL/Di Description 


Z.mays GapC4 gene 


beq. No. 


307551 


oeq. id 


uG-zmtio / Jo4 onOoaz 


Method 


BLASTX 


NCBI GI 


g553073 


BLAbT score 


con 

588 


E value 


1 ♦ Ue- / J 


lyiarcn lengrn 


ICO 

loz 


.% identity 


91 


NCBI Description 


(M94481) reverse tr< 


Seq. No. 


307552 


Seq. ID 


uC-zmflb73347g09al 


Method 


BLASTX 


NCBI GI 


g3096920 


BLAST score 


208 


E value 


1. 0e-16 


ixiarcn iengr.n 




% identity 


61 


NCBI Description 


(AL023094) putative 




thaliana] 


Seq. No. 


307553 


Seq. ID 


uC- zmf lb 7 3 3 4 7 h 0 6a 1 


Method 


BLASTN 


NCBI GI 


g22476 


BLAST score 


90 


E value 


4.0e-43 


Match length 


98 


% identity 


98 



NCBI Description Z.mays ruq66 transposon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307554 

uC-zmflb73348h09a3 

BLASTN 

g4105718 

38 

3.0e-12 

98 

85 

Zea mays cell wall invertase Incw2 gene, complete cds 



43675 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
: NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



307555 

uC-zmflb73349c08a2 

BLASTX 

g4427003 

520 

4.0e-53 

108 

89 

(AF127664) NBD-like protein 
307556 

uC-zmflb73349d01a2 
BLASTX 
g2104538 
159 

2.0e-20 

108 
56 

(AF001308) AtKAP alpha 
307557 

uC - zmf lb7 3 3 4 9d0 8 a2 
BLASTX 
g2827718 
291 

3.0e-26 
84 
64 

(AL021684) retrotransposon - 
thaliana] 



[Arabidopsis thaliana] 



like protein [Arabidopsis 



[Arabidopsis thaliana] 



307558 

uC-zmflb73349e02a2 

BLASTX 

g3929221 

149 

1.0e-09 
99 

37 - 

(AF082557) TRFl-interacting ankyrin-related ADP-ribose 
polymerase [Homo sapiens] 

307559 

uC-zmflb73349e03a2 

BLASTX 

g2388582 

150 

8.0e-10 

51 

53 

(AC000098) Contains similarity to Rattus O-GlcNAc 
transferase (gb_U76557) . [Arabidopsis thaliana] 

307560 

uC-zmflb7334 9g02a2 
BLASTX 



43676 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g480450 
369 

2.0e-35 

98 

72 

ketol-acid reductoisomerase (EC 1, 
thaliana >gi_402552_emb_CAA4 9506_ 



1.1.86) - Arabidopsis 
(X69880) ketol-acid 



reductoisomerase [Arabidopsis thaliana] 



Seq. No. 


307561 


Seq. ID 


uC~zmflb73349g09a2 


Metnod. 


BLASTX 


MOTS T C* T 

NLbi bl 


glUU4o4 


BLAST score 


326 


E value 


3.0e-30 


Match length 


152 


% identity 


47 


NCBI Description 


hypothetical protein - < 


Seq. No. 


307562 


Seq. ID 


uC-zmflb73349gl2a2 


Method 


BLASTX 


NCBI GI 


g3738284 


BLAST score 


251 


E value 


2.0e-21 


Match length 


59 


% identity 


76 


NCBI Description 


(AC005309) unknown prot« 


Seq. No. 


307563 


Seq. ID 


uC-zmflb73350gl2al 


Method 


BLASTN 


NCBI GI 


g4650841 


BLAST score 


34 


E value 


1.0e-09 


Match length 


70 


% identity 


87 


NCBI Description 


Lithospermum erythrorhi: 




partial cds 


Seq. No. 


307564 


Seq. ID 


uC-zmflb73353a01al 


Method 


BLASTX ' ^ 


NCBI GI 


g461736 


BLAST score 


196 


E value 


4.0e-15 


Match length 


62 


% identity 


68 



garden snapdragon 



NCBI Description 



MITOCHONDRIAL CHAPERONIN HSP60-2 PRECURSOR 

>gi_478786_pir S29316 chaperonin 60 - cucurbit 

>gi_12546_emb_CAA50218_ (X70868) chaperonin 60 [Cucurbita 
sp.] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



307565 

uC-zmflb73353a09al 

BLASTX 

g!370182 



43677 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI* 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

^Seq. No.. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E. value 
Match length 
identity 



276 

2.0e-24 

69 

70 

(Z73940) RAB7A [Lotus japonicus] 
307566 

uC-zmflb73353e01al 

BLASTX 

g4455233 

242 

1.0e-20 

65 

68 

(AL035523) hypothetical protein 



[Arabidopsis thaliana] 



307567 

uC-zmflb7335'4b06al 

BLASTX 

g4582787 

341 

3>0e-32 

69 

91 

(AJ012281) adenosine kinase [Zea mays] 
307568 

uC-zmflb73354ellal 

BLASTN 

g517492 

59 

2.0e-24 

99 

90 

Z.Mays Zm38 gene, intron 
307569 

uC-zmflb73354gllal 

BLASTX 

g4204315 

225 

2.0e-18 

61 

62 

(AC003027) Unknown protein [Arabidopsis thaliana] 
307570 

uC~zmflb73356el0a2 

BLASTN 

g871985 

51 

9.0e-20 

91 

89 



NCBI Description A.sativa Aspkll mRNA 



Seq. No. 



307571 



43678 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST .Score 
E value 
Match length 
% identity 



uC-zmflb73359b04a2 

BLASTX 

g4006867 

370 

9.0e-36 

89 

74 

(Z99707) putative protein [Arabidopsis thaliana] 
307572 

uC-zmflb73359b07a2 

BLASTX 

g542179 

583 

1.0e-60 

108 

100 

alpha tubulin 
chain - maize 
alpha tubulin 



- maize >gi_629837_pir S39998 tubulin alpha 

(fragment) >gi_393401_emb__CAA52158_ (X73980) 
[Zea mays] 



307573 

uC-zmflb73359b09a2 

BLASTX 

g4454032 

215 - > 

3.0e-17 

99 

48 

(AL035394) putative protein [Arabidopsis thaliana] 
307574 

uC-zmflb73359d02a2 

BLASTX 

g71634 

307 

5.0e-28 

59 

98 



NCBI Description actin 1 - rice 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 



307575 

uC-zmflb73359e01a2 

BLASTN 

g4185305 

120 

9.0e-61 

398 

85 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

307576 

uC-zmflb73359f02a2 
BLASTX 



43679 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No.. 

Seq. ^Sfibt_ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. "ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI , 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



g4567273 
187 

9.0e-19 

103 

50 

(AC006841) putative vacuolar proton ATPase subunit 
[Arabidopsis thaliana] 

307577 ^ 

uC-2iriflb7 3 3 5 9g0 7 a 2 

BLASTX 

gl22083 

302 

7.0e-28 

63 

97 

HISTONE H3 >gi_7 0751_pir HSEAH3 histone H3 - Altenstein T s 

bread tree >gi__2248 65_prf 1202289A histone H3 ' 

[Encephalartos sp.] 

307578 

uC-zm£Lb73360fllal 

BLASTX 

gl762309 

147 

2.0e-09 

39 
82 

(U53345) AP-1 Golgi-related complex component; clathrin 
coated vesicles; clathrin assembly protein [Camptotheca 
acuminata] 

307579 

uC-zmflb73361a01a2 

BLASTX 

g4646203 

176 

1.0e-12 

62 

48 

(AC007230) Belongs to PF_00026 Eukaryotic aspartyl protease 
family. [Arabidopsis thaliana] 

307580 

uC-zmflb73361a!2a2 

BLASTX 

g2760323 

173 

2.0e-12 

34 

79 

{AC002139) F1N21.8 [Arabidopsis thaliana] 
307581 

uC-zmflb73361h08a2 

BLASTX 

gl31192 



43680 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length ^ 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



475 

9.0e-48 

110 

81 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT V PRECURSOR 

(PHOTOSYSTEM I 9 KD PROTEIN) (PSI-G) >gi_100606_pir S20937 

photosystem I chain V precursor - barley 

>gi_19091_emb_CAA42727_ (X60158) photosystem I polypeptide 
PSI-G precursor [Hordeum vulgare] 

307582 

uC-zmflb73362a06a2 

BLASTX 

g2984709 

373 

6.0e-36 

71 

100 

(AF0534 68) Dna J- related protein ZMDJ1 [Zea mays] 
307583 

uC-zmflb73362a07a2 

BLASTX 

g2105430 

472 

3.0e-47 

170 
54 

(U97079) U5-116kD [Mus musculus] 
307584 

uC-zmflb73362d!2a2 

BLASTX 

g4584685 

391 

6.0e-38 

109 

68 

(AJ237754) putative lectin [Hordeum vulgare] 
307585 

uC-zmflb73362g08a2 

BLASTX 

g3309243 

494 

5.0e-50 

122 

75 

(AF073507) aconitase-iron regulated protein 1 [Citrus 
limon] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



307586 

uC-zmflb73363d04al 

BLASTN 

g2341060 

198 

1.0e-107 



43681 



TUT V*\ | /^st^i /T^— V\ 

jxicixcn lengun, 


oil 


^ ia.enr.ity 


yu 


NUoi Description 


Zea mays translational initiation factor eIF-4A (tif-4A3 




mRNA, complete cds 


O ✓-x XT « 

beq. wo. 


OAH COT 




UL ZlUllD / jjDjalUal 


1 JC Ui 1UU 




NCBI GI 


g4098272 


BLAST score 


176 


JIj Value 


/ . ue— lo 




JO 


% identity 


O A 

84 


incbi uescj.ipt.ion 


(U76558) alpha-tubulin [Triticum aestivum] 


beq. No. 


*3 T COO 

307588 


beq . i jj _ 


uu-zmrio Mooogubai 


Mot' Vi 


£jJ_LriO 1 LN 


NPRT (IT 


rrQQP49Q 

y .3 -70 ^ _? 


BLAST score 


269 


E value 


1.0e-150 


lyiaucn lengtin 


340 


% identity 


y4 


NCBI Description 


GRFl=general regulatory factor [Zea mays, XL80, Genomic, 




5348 nt] 


Seq. No. 


/"v i - f*\ y"\ 

307589 


beq. xu 


uC-zmf Ib73365d01al 


t v jex.noa 


DT 7\ OfTST 

bliAb IN 


NCBI GI 


g498772 


BLAST score 


52 


E value 


^ . ue-zu 


Mat en length 


151 


% identity 


O A 

84 


NCBI Description 


Z.mays (cv DH5xDH7) hsp70-4 mRNA for heat shock protein 


Seq. No. 


307590 


beq. id 


uC- zmr lb7 336 6b0 8 a 1 


l v ic CIIUQ. 


DT TIC I'M 

DijAb J.N 


NCBI GI 


gl695697 


BLAST score 


50 


E value 


4.ue-iy . 


notcn IcIlyLU 




% identity 


88 


NCBI Description 


Oryza sativa mRNA for C-type cyclin, complete cds 


Seq. No. 


307591 


beq. iu 


uC-zmrlb73366g04al 


i w ie uriou, 




mpdt nj 

LNk^£3X bl 


rtO A QQQ1 Q 

gz^ y yo iy 


BLAST score 


154 


E value 


4.0e-10 


Match length 


35 


% identity 


77 


NCBI Description 


ASPARTIC PROTEINASE ORYZASIN 1 PRECURSOR 



>gi_2130068__pir S66516 aspartic proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA06876_ (D32165) aspartic protease 



43682 



[Oryza sativa] >gi_1711289_dbj_BAA06875_ (D32144) aspartic 
protease [Oryza sativa] 

307592 

uC-zmflb73367cllal 
BLASTN 
gl049252 
62 

2.0e-26 
125 
88 

Zea mays vacuolar ATPase 69 kDa subunit mRNA, partial cds 
307593 

uC-zmflb73369h04al 
BLASTX 
g2275207 
176 

9.0e-13 

113 
42 

(AC002337) hypothetical protein [Arabidopsis thaliana] 
307594 

uC-zmflb73371hl2al 
BLASTN 
gl9052 
65 

4.0e-28 
109 
90 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description ' 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description H.vulgare Mybl gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



307595 

uC-zmflb73372g01al 

BLASTX 

g2739000 

213 

4.0e-17 

124 

35 

(AF022459) CYP71D10p [Glycine max] 
307596 

uC-zmflb73376c07a2 

BLASTN 

gl68436 

276 

1.0e-154 

328 
97 

Zea mays catalase (Cat3) gene, complete cds 
307597 

uC-zmflb73376g05a2 

BLASTN 

g998429 



43683 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq>.. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118 

6.0e-60 

214 

89 

GRFl=general regulatory factor [Zea mays, XL80, Genomic, 
5348 nt] 

307598 

uC-zmflb73376glla2 

BLASTN 

g902585 

81 

5.0e-38 

152 

89 

Zea mays clone MubG9 ubiquitin gene, complete cds 
307599 

uC-zmflb73378b02a2 

BLASTX 

g4325369 

179 

3.0e-13 

54 
59 

(AF128396) T3H13.3 gene product [Arabidopsis thaliana] 
307600 

uC-zmflb73378clla2 

BLASTN 

g498772 

277 

1.0e-154 

370 

95 

Z.mays (cv DH5xDH7) hsp70-4 mRNA for heat shock protein 
307601 

uC-zmflb73378gl2a2 

BLASTN 

g514945 

102 

1.0e-50 

150 

92 

Zea mays sucrose synthase (Susl) mRNA, complete cds 
307602 

uC-zmflb73379al2al 

BLASTN 

g602605 

62 

7.0e-27 

110 

89 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 



43684 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307603 

uC-zmflb73379bllal 

BLASTN 

g2921303 

65 

1.0e-28 

93 

92 

Zea mays herbicide safener binding protein (SBP1) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307604 

uC-zmflb73379dl2al 

BLASTX 

g3925363 

436 

4.0e-43 

146 

58 

(AF067961) homeodomain protein 



[Malus domestica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307605 

uC-zmflb73379g09al 

BLASTN 

g558364 

46 

2.0e-17 

97 

88 

Z.mays mRNA for ADP-glucose pyrophosphorylase 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307606 

uC-zmflb73387hl2al 

BLASTX 

g3212863 

239 

2.0e-20 

76 

66 

(AC004005) putative translation initiation factor 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307607 

uC-zmflb73389b06al 

BLASTX 

g2262105 

241 

1.0e-20 

79 

51 

(AC002343) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



307608 

uC-zmflb73395glla2 

BLASTN 

gl532072 

38 



43685 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

Mi AST score 

E value 

Match length 

% identity 

NCBI Description 



;: Seq. No. 
"Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



4.0e-12 

62 
90 

Z.mays mRNA for S-adenosylmethionine decarboxylase 
307609 

uC-zmflb73397g07al 

BLASTX 

gll68609 

339 • - 

7.0e-32 

99 

71 

AUXIN-RESISTANCE PROTEIN AXR1 >gi_4 7 9664_pir S35071 

auxin-resistance protein AXR1 - Arabidopsis thaliana 
>gi_304104 (L13922) ubiquitin-activating enzyme El 

[Arabidopsis thaliana] >gi_2388579 (AC000098) Match to 
Arabidopsis AXR1 (gb_ATHAXR1122) . [Arabidopsis thaliana] 
>gi_448755_prf 1917337A ubiquitin-activating enzyme El 

[Arabidopsis thaliana] 

307610 

uC-zmflb73401h06al 

BLASTN 

g2984708 

66 

9.0e-29 

147 

85 

Zea mays DnaJ-related protein ZMDJ1 (mdJl) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No'V 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



307611 

uC-zmflb73402f04a2 

BLASTX 

g3036804 

187 

1.0e-14 

41 

73 

(AL022373) thaumatin-like protein 



[Arabidopsis thaliana] 



307612 

uC-zmflb73404hl2al 

BLASTX 

g3377941 

220 

7.0e-18 

97 

43 

(AL021960) putative protein (fragment) [Arabidopsis 
thaliana] 

307613 

uC-zmflb73405c04a2 

BLASTX 

gl931652 



43686 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



205 

3.0e-16 

69 
52 

(U95973) phosphatidylinositol-4-phosphate 5-kinase isolog 
[Arabidopsis thaliana] 

307614 

uC-zmflb73407blla2 

BLASTN 

g4185305 

49 

4.0e-19 

105 

87 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 

307615 

uC-zmflb73411a01al 

BLASTX 

g3024506 

165 

1.0e-ll 

46 

76 

RAS-RELATED PROTEIN RAB11A >gi_623582 (L29271) Nt-Rablla 
gene product [Nicotiana tabacum] 

307616 

uC-zmflb73411d08al 

BLASTX 

g4454459 

172 

3.0e-12 

58 

60 

(AC006234) unknown protein [Arabidopsis thaliana] 
307617 

uC-zmflb73411hl2al 

BLASTN 

g949979 

74 

1.0e-33 

130 

89 

Z.mays Glossy2 locus DNA 
307618 

uC-zmflb73412e05al 

BLASTX 

g4406757 

375 

5.0e-36 



43687 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



D 

105 
70 

(AC006836) putative integral membrane protein A3 
[Arabidopsis thaliana] 

307619 

uC-zmflb73414c07al 

BLASTN 

gl895083 

nt * ' " ' ~ 

1.0e-57 

133 

97 

Zea mays golgi associated protein se-wap41 mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307620 

uC-zmflb73414gl0al 

BLASTN 

g2257755 

269 

1.0e-150 

338 
95 

Zea mays nucleolar histone deacetylase HD2-p39 mRNA, 
complete cds 

307621 

uC-zmflb73415c!2al 

BLASTX 

gl699024 

279 

8.0e-25 

77 

64 

(U78866) genelOOO [Arabidopsis thaliana] >gi_1699057 
(U78870) unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



307622 

uC-zmflb73416a03al 

BLASTX 

g4240031 

236 

6.0e-20 

101 

47 

(AB018422) DNA binding zinc finger protein (Pspzf) [Pisum 
sativum] 

307623 

uC-zmflb73416bl0al 

BLASTN 

g902200 

51 

8.0e-20 

155 

42 



43688 



NCBI Description Z.mays complete chloroplast genome 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
%- r Identity 



307624 

uC-zmflb73417g05al 

BLASTN 

g312178 

79 

2.0e-36 

139 

56 



NCBI Description Z.mays GapC2 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 

NCBI GI > 
BLAST score 
E value 
Match length 
% identity 



307625 

uC-zmflb73418d03al 

BLASTN 

g3452306 

266 

1.0e-148 

282 

99 

Zea mays retrotransposon Opie-3 
307626 

uC-zmflb73418el2al 

BLASTX 

g987267 

356 

6.0e-34 

66 

100 



5 1 LTR, partial sequence 



NCBI Description (U32579) DWARF3 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



307627 

uC-zmflb73418gllal 

BLASTN 

g987266 

83 

4.0e-39 

172 

85 

Zea mays DWARF3 (dwarf 3) mRNA, complete cds 
307628 

uC- zmf ImO 17016a01bl 

BLASTX 

g2231149 

219 

7.0e-18 

52 
83 

(L81152) integral membrane protein [Oryza sativa] 
307629 

uC- zmf ImO 17 0 1 6a0 8bl 

BLASTX 

g3075394 

282 



43689 



E value 
Match length 
% identity , . 
NCBI Description 



2.0e-25 
95 

60 - 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307630 

uC~zmflm017016d09bl - 

BLASTX 

g2500345 

150 

4.0e-10 

46 

63 

NHP2/RS6 FAMILY PROTEIN YEL026W HOMOLOG (HIGH MOBILITY 
GRQJJP-LIKE NUCLEAR PROTEIN 2 HOMOLOG) 

>gi_2618578_dbj_BAA2a363_ (D50420) OTK27 [Homo sapiens] 
>gi_3859990 (AF091076) OTK27 [Homo sapiens] 

>giJL589072j?rf 22102 68A nuclear protein-NHP2-like protein 

[Homo sapiens] 



Seq. No. 


307631 


Seq. ID 


uC- zmf ImO 17 0 1 6g0 9b 1 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


280 


E value 


4.0e-25 


Match length 


75 


% identity 


73 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 


Seq. No. 


307632 


Seq. ID 


uC-zmflm017018allbl 


Method 


BLASTN 


NCBI GI 


g22340 


BLAST score 


58 


E value 


3.0e-24 


Match length 


162 


% identity 


85 


NCBI Description 


Maize gene for heat shock 




pMON 9502) 



70 exon 1 (hsp70; clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307633 

uC-zmflm017018al2bl 

BLASTN 

gl498596 

76 

4.0e-35 

124 

90 

Zea mays phospholipid transfer protein mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



307634 

uC-zmflm017018h04bl 

BLASTX 

gl35060 



43690 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220 

3.0e-18 

82 

56 

SUCROSE SYNTHASE 1 (SUCR03E-UDP GLUCOSYLTRANSFERASE 1) 

(SHRUNKEN-1) >gi_66570_pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_22486_emb_CAA26247_ (X02400) sucrose 
synthase [Zea mays] >gi_22488__emb_CAA2622 9__ (X02382) 
-sucrose synthase [Zea mays] 

307635 

uC- zmf ImO 17025gl0bl 

BLASTX 

g2244898 

450 

2.0e-45 

148 

64 

(Z 97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 

: 3&T&36 ' - . - , \ * 

uC-zmflmO17025h09bl 
BLASTX 
gl00490 
791 

1.0e-84 

173 

28 

polyubiquitin - garden snapdragon (fragment) 
>gi_16071_emb_CAA48140_ (X67957) ubiquitin [Antirrhinum 
ma jus] 

307637 

uC- zmf ImO 1 7 0 2 6b 0 6bl 

BLASTX 

gl35398 

515 

2.0e-52 

98 

96 

TUBULIN ALPHA- 1 CHAIN >gi_82731__pir S15773 tubulin alpha-1 

chain - maize >gi_22147_emb_CAA337 34_ (X15704) 
alphal-tubulin [Zea mays] 

307638 

uC - zmf ImO 1 7 0 2 6b 0 7bl 

BLASTX 

g2498098 

338 

1.0e-31 

124 

52 

A3 PROTEIN >gi_2129909_pir S58310 gene A3 protein - cowpea 

>gi_938300_emb_CAA62086_ (X90487) unknown [Vigna 
unguiculata] 



43691 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307639 

uC-zmflmO 17026c! Obi 

BLASTX ; - 

g4454026 

292 

2.0e-26 

95 

61 

(AL035394) phosphatase like protein [Arabidopsis thaliana] 



307640 

uC- zmf ImO 1 7 0 2 6d0 9b 1 

BLASTX 

gl706260 

381 

5.0e-37 

94 

81 

CYSTEINE PROTEINASE 
cysteine proteinase 



1 PRECURSOR >gi_2118131_pir S59597 

1 precursor - maize 



Seq. No. 
Seq. ID 



>gi 643597_dbj_BAA08244_ (D45402) cysteine proteinase, [Zea 
mays] - - : ^ 

307641 

uC-zmflm017026e07bl 

BLASTX 

gl488297 

278 

7.0e-25 

100 

59 

(U63530) osRAD23 [Oryza sativa] 
307642 

uC-zmflm017026f07bl 

BLASTX 

g548770 

232 

2.0e-19 

84 

62 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853__dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

307643 

uC-zmflmO17026fl0bl 

BLASTX 

gl817584 

145 

4.0e-09 

44 

52 

(Y08991) adaptor protein [Homo sapiens] 
307644 

uC-zmflm017026h05bl 



43692 



Method 

NCBI GI 

BLAST score _ 

E value 

Match length 

% identity 

NCBI Description 

Se^g, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g2583128 

203 

3.0e-16 

68 
56 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
307645 

uC-zmflm017026hl2bl 

BLASTX 

gll70937 

289 

5.0e-26 

62 

90 

S - ADENO S YLME THIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_4 5054 9_emb_CAA8 148 1_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

307646 ■ - - 

uC-zmflm017082b08bl 

BLASTX 

g3024657 

183 

3.0e-18 

72 

69 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 
>gi_2668740 (AF034944) translation initiation factor; GOS2 
[Zea mays] 

307647 

uC-zmflm017082c01bl . 

BLASTX 

gl076746 

329 

5.0e-31 

85 

79 

heat shock protein 70 - rice .(fragment) 

>gi_763160_emb_CAA47948_ (X67*711) heat shock protein 70 
[Oryza sativa] 

307648 

uC-zmflm017082f03bl 

BLASTN 

g22332 

237 

1.0e-131 

328 

93 



NCBI Description Z.mays HRGP gene 



Seq. No. 
Seq. ID 



307649 

uC-zmflm017082h08bl 



43693 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3024432 

248 

2.0e-21 

69 

72 

PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 
COMPLEX ALPHA SUBUNIT) >gi_1930070 (U92540) proteasome 
alpha subunit [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307650 

uC-zmflm017084g04bl 

BLASTX 

g2129533 

203 

6.0e-16 

77 
60 

adenine nucleotide translocase - Arabidopsis thaliana 
>gi_1051109_emb_CAA89201_ (Z4 9227) adenine nucleotide 
translocase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307651 

uC-zmflm017084h07bl 

BLASTX 

g!673456 

180 

8.0e-14 

53 

72 

(Y09214) rubisco small subunit [Zea mays] 



Seq. No. 
Seq. ID 

Method 

NCBI QI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307652 

uC-zmflm017086allbl 

BLASTN 

g4007864 

273 

1.0e-152 

316 

35 

Zea mays HRGP gene, 



AC1503 line 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307653 

uC- zmf ImO 1 7 0 8 6d0 7 bl 

BLASTX 

gl800281 

571 

5.0e-59 

122 

21 

(U82086) polyubiquitin [Fragaria x ananassa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



307654 

uC- zmf ImO 1 7 0 8 6h0 3b 1 

BLASTX 

gll2994 

323 



43694 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
1 E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



3.0e-30 

76 

84 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi 82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf . 1410284A abscisic acid inducible gene [Zea 
mays] 

307655 

uC-zmflm017086hllbl 

BLASTX 

gl332579 

432 

2.0e-44 

123 

8 

(X98063) polyubiquitin [Pinus sylvestris] 
307656 

uC- zmf ImO 1 7 0 8 9a0 5bl 
BLASTX ' 
g3882211 
163 

3.0e-16 

139 
39 

(AB018288) KIAA0745 protein [Homo sapiens] 
307657 

uC-zmflm017089al2bl 

BLASTN 

g945021 

62 

3.0e-26 

70 

97 

Z.mays DNA for tbpl gene 
307658 

uC- zmf ImO 17 0 8 9b03bl 

BLASTN 

gl498596 

109 

3.0e-54 

226 

95 

Zea mays phospholipid transfer protein mRNA, complete cds 
307659 

uC-zmflm017 089e06bl 

BLASTX 

g3913427 

194 

5.0e-15 
86 



43695 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
£E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



52 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532073_emb_CAA69p75_ (Y07767) 
S-adenosylmethionine decarboxylase [Zea mays] 

307660 

uC- zmf ImO 1 7 0 8 9f 0 6bl 

BLASTX 

gll72836 ' 

352 

2.0e-33 

75 

85 

GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_4 96272 (L16787) 
small ras-related protein [Nicotiana tabacum] 

307661 

uC- zmf ImO 1 7 0 8 9g0 6bl 

BLASTX 

g!172836 

240 

3.0e-20 

66 

70 

GTP-BINDING NUCLEAR PROTEIN RAN-B1 >gi_496272 (L16787) 
small ras-related protein [Nicotiana tabacum] 

307662 

uC-zmflm017089h06bl 

BLASTX 

gl35060 

257 

2.0e-22 

105 

55 

SUCROSE SYNTHASE 1 (SUCROSE-UDP GLUCOSYLTRANSFERASE 1) 

(SHRUNKEN-1) >gi_66570_pir YUZMS sucrose synthase (EC 

2.4.1.13) - maize >gi_22486_emb_CAA26247_ (X02400) sucrose 
synthase [Zea mays] >gi_22488_emb_CAA26229_ (X02382) 
sucrose synthase [Zea mays] 

-307663 

uC-zmflm017092c05bl 

BLASTX 

g4263791 

214 

2.0e-17 

82 
52 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 

307664 

uC-zmflm017093d09bl 

BLASTN 

g22332 

291 



43696 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

;E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-163 

425 
93 

Z.mays HRGP gene 
307665 

uC-zmflin017205bl0bl 

BLASTX 

g!732517 

296 

8.0e-27 

97 

63 

(U62745) putative cytoskeletal protein [Arabidopsis 
thaliana] 

307666 

uC-zmflm017205cllbl 

BLASTX 

g2760084 

186 

6.0e-14 

109 

39 

(Y16045) leucine-rich repeat protein [Arabidopsis thaliana] 
307667 

uC-zmflm017205cl2bl 

BLASTX 

g4314362 

252 

2.0e-21 

78 

60 

(AC006340) putative D-amino acid dehydrogenase [Arabidopsis 
thaliana] 

307668 

uC-zmflm017205e04bl 

BLASTN 

g3851002 

68 

1.0e-29 

83 
95 

Zea mays pyruvate dehydrogenase El beta subunit isoform 3 
mRNA, nuclear gene encoding mitochondrial protein, complete 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



307669 

uC-zmflm017205f04bl 

BLASTX 

g3193284 

230 

8.0e-19 

140 

39 



43697 



NCBI Description (AF069298) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307670 

uC-zmflm017207a02bl 

BLASTX 

gl076385 

177 

1.0e-12 

57- 

protein kinase (EC 2.7.1.37) tousled - Arabidopsis thaliana 
>gi_433052 (L23985) protein kinase [Arabidopsis thaliana] 

307671 

uC-zmflm017207a04bl 

BLASTX 

g3789942 

452 

3.0e-45 

103 

19 

(AF093505) polyubiquitin [Saccharum hybrid cultivar 
H32-8560] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307672 

uC-zmflm017207e06bl 

BLASTN 

g4140643 

50 

5.0e-19 

178 
83 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307673 

uC-zmflm017207e09bl 

BLASTX 

g4138137 

393 

5.0e-38 

153 

51 

(AJ012796) ss-galactosidase [Lycopersicon esculentum] 
307674 

uC-zmflm017207f02bl 

BLASTN 

g4416300 

50 

5.0e-19 

113 

86 

Zea mays chromosome 4 22 kDa zein-associated mtercluster 
region, complete sequence 



Seq. No. 



307675 



43698 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflm017207f07bl 

BLASTX 

gl31754 

183 

2.0e-13 

59 

58 

PPLZ02 PROTEIN >gi_99973_pir S11881 hypothetical protein 

(clone pPLZ2) - large-leaved lupine >gi_19507__emb_CAA36069_ 
(X51767) put. pPLZ2 product (AA 1-164) [Lupinus 
polyphyllus] 



Sea* No. 


307676 


Seq. ID 


uC-zmflm017209b01bl 


Method 


BLASTX 


LM 1—J J- V-J _L 


a4581149 




171 ^ 


E value 


j • uc x^ 


net L. Oil _l uii 


125 


9- t A 4* T 4" T T 

% laentity 




XT T2 T T^i a et 4— t a ■»»» 

inudx uescripLion 


in^UUD!?!^/ IiypCJ LXlo L-XOdX LyXULcXIi L**- 1 - dUXU.*J k/O X 0 




?f!7677 


Seq. ID 


uC-zmflm017209b02bl 


Method 


BLASTX 


\TPDT (ZT 
Lnv^DX ul 




Dijrio 1 score 




E value 




rid L Oil -L cliy L. 11 


-7Z. 


t> laem-xty 


7 £ 


NCBI Description 


vAruzyooo/ cyr.ocnrouie irftou ^iiryoiix L^Oiynuni 


OCVjt IN U • 


^07678 
j w / u t 0 


Octj! XL/ 


nP— 7TT1-F1 tyi01 790QHri7H1 

LIO £.lllXXiUwX i £,\JZJkJ\J tUJ- 


Method 


BLASTX 


■NCBI GI 


g2739387 V 


DlxriD 1 SGOxe 




Hj value 


u . vJc IO 


Match length 


111 
111 




42 


NCBI Description 


(AC002505) hypothetical protein [Arabidopsis 


Seq. No. 


307679 


Seq. ID 


uC- zmf ImO 17209bl0bl 


Method 


BLASTX 


NCBI GI 


g4204695^ 


BLAST score 


370 


E value 


2.0e-35 


Match length 


116 


% identity 


59 


NCBI Description 


(AF117062) putative inositol polyphosphate 5 




AtSPl [Arabidopsis thaliana] 


Seq. No. 


307680 


Seq. ID 


uC- zmf ImO 1 7 2 0 9bl 2b 1 


Method 


BLASTX 


NCBI GI 


g4539404 



43699 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4D 



173 

2.0e-12 

104 
37 

(AL049524) putative protein [Arabidopsis thaliana] 
307681 

uC-zmflm017209c07bl 

BLASTX 

g3790581 

225 

2.0e-18 

54 
63 

(AF079179) RING-H2 finger protein RHBla [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



307682 

uC-zmflm017209cllbl 

BLASTX 

g!655930 

278 

2.0e-24 

101 

52 

(U66564) RUSH-lalpha 



[Oryctolagus cuniculus] 



307683 

uC-zmflm017209d07bl 

BLASTX 

g2623298 

315 

6.0e-29 

123 

69 

(AC0024 09) putative 4-alpha-glucanotransf erase [Arabidopsis 
thaliana] 

307684 

uC- zmf ImO 1 7 2 0 9dl 0b 1 

BLASTX 

gll8104 

698 

8.0e-74 

147 

90 

PEPTIDYL- PROLYL CIS-TRANS I SOME RASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomerase (EC 5.2.1.8) - 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

307685 

uC- zmf ImO 1 7 2 0 9dl 2b 1 

BLASTN 

gl68406 

92 



43700 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No'. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



4.0e-44 

128 

93 

Z.mays alcohol dehydrogenase (ADH-1 C-m allele) gene, 
complete cds 

307686 

uC-zmflm017209f07bl 

BLASTX - ^ 

g4154352 

214 

3.0e-17 

128 

38 

(AF110333) PrMC3 [Pinus radiata] 
307687 

uC-zmflm017211a05bl 

BLASTX 

g4115373 

203 

6.0e-16 

83 

28 

(AC005967) receptor-like protein kinase [Arabidopsis 
thaliana] 

307688 

uC- zmf ImO 1 7 2 1 IbO lb 1 

BLASTX 

gl35103 

221 

4.0e-18 

79 

47 

MULTIFUNCTIONAL AMINOACYL-TRNA SYNTHETASE [CONTAINS: 
GLUTAMY$;-TRNA SYNTHETASE (GLUTAMATE — TRNA LIGASE); 
PROLYL-TRNA SYNTHETASE (PROLINE — TRNA LIGASE) ] 

>gi_103253_pir S18644 multifunctional amino acid — tRNA 

ligase (EC 6.1.1.-) - fruit fly (Drosophila melanogaster ) 
>gi_157564 (M74104) transfer RNA-Glu-Pro aminoacyl 
synthetase [Drosophila melanogaster] >gi_1871360 (U59923) 
glutamyl-prolyl-tRNA synthetase [Drosophila melanogaster] 

307689 

uC-zmflm017211c08bl 

BLASTX 

g2213594 

158 

1.0e-23 

90 

71 

(AC000348) T7N9.14 [Arabidopsis thaliana] 
307690 

uC-zmflm017211d04bl 
BLASTX 



43701 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3924602 
152 

2.0e-10 

63 

54 

(AF069442) predicted OR23 protein of unknown function 
[Arabidopsis thaliana] 

307691 

uC-zmflm017211e07bl 

BLASTX 

g3881836 

498 

2.0e-50 

137 

70 

(Z78019) Similarity to Yeast LPG22P protein (TR:G1151240) ; 
cDNA EST EMBL:T00686 comes from this gene; cDNA EST 
EMBL:C12415 comes from this gene; cDNA EST EMBL:C12728 
comes from this gene; cDNA EST EMBL:C10626 comes from this 
ge 

307692 

uC- zmf ImO 1 7 2 1 1 gO lbl 

BLASTX 

g'1711618 

427 

4.0e-42 

144 

60 

LOW AFFINITY SULPHATE TRANSPORTER 3 >gi_1085993_pir S51765 

low affinity sulphate transporter - Stylosanthes hamata 
>gi_607188_emb_CAA57831_ (X82454) low affinity sulphate 
transporter [Stylosanthes hamata] 

307693 

uC-zmflm017211g08bl 

BLASTX 

g3157928 

588 

7.0e-61 

153 

70 

(AC002131) Similar to fumarylacetoacetate hydrolase, 
gb_L41670 from Emericella nidulans. [Arabidopsis thaliana] 

307694 

uC-zmflm017211g09bl 

BLASTX 

g4539662 

273 

4.0e-24 

131 

50 

(AF061282) polyprotein [Sorghum bicolor] 



Seq. No. 



307695 



43702 



Seq. ID 
Method 
■-NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
" NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



uC-zmflm017211h09bl 

BLASTX 

g283C45 

167 

8.0e-12 

86 
45 

hydroxyproline-rich glycoprotein - maize 
>gi_22333_emb_CAA44844_ (X63134) hydroxyproline-rich 

glycoprotein [Zea mays] >gi_228936_prf 1814452A Hyp-rich 

glycoprotein [Zea mays] 

307696 

uC- zmf ImO 1 7 2 1 2b 1 Ob 1 

BLASTX 

g3549626 

161 

2.0e-15 

101 

48 

(AJ009696) wall-associated kinase 1 [Arabidopsis thaliana] 
307697 

uC- zmf ImO 17212cl0bl 

BLASTX 

g2494d44 

150 

1.0e-09 

47 

68 

(AC002329) predicted leucine-rich protein [Arabidopsis 
thaliana] 

307698 

uC-zmflm017212g04bl 

BLASTX 

g3603353 

195 

7.0e-15 

57 

63 

(AF074843) peroxisomal targeting signal type 1 receptor 
[Arabidopsis thaliana] 

307699 

uC- zmf ImO 17212h09bl 

BLASTX 

gl657619 

399 

8.0e-39 

134 

54 

(U72504) G5p [Arabidopsis thaliana] >gi_3068710 (AF049236) 
putative transmembrane protein G5p [Arabidopsis thaliana] 

307700 

uC-zmflm017214a01bl 



43703 







NCBI GI 


g22332 ^ 


BLAST score 


, 273 


E value 


1 . ue-ib^ 


Match length 


40 / 


% identity 


a a 


NCBI Description 


Zi.inays nKbr gene 


Seq. No, 


307701 


oeq* id 


uC-zmf lmUl /214b02bl 


T'tA /~\ 4- Vi 
I v ic CIIOCI 


QT 7\ OTY 
OliiiO I A 


NCBI GI 


g3264596 


BLAST score 


175 


E value 


1 . Ue-12 


Match length 


81 


% identity 


46 


jnudi uescription 


(AFUo/lo3) putative 


beq. No. 


307702 


beq. id 


uC-zmf lm017214bllbl 






MpDT (IT 


giUO Dill 


BLAST score 


185 


E value 


1.0e-26 


Match length 


116 


% identity 


59 


NCBI Description 


peroxidase (EC 1..11.: 



.1.7) 

>gi_4 3 8 2 4 5_emb_CAA8 0 5 0 2__ 
polyrrhiza] 



- Spirodela polyrrhiza' 
(Z22920) peroxidase [Spirodela 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



307703 

uC-zmflm017214e05bl 

BLASTN 

g288611 

34 

2.0e-09 

50 

92 

Z.mays PG gene for polygalacturonase 
307704 

uC-zmflm017214g01bl 

BLASTX 

g4433620 

499 

8.0e-54 

136 

82 

(AF107586) putative cell division control protein 
[Dendrobium grex Madame Thong-IN] 

307705 

uC-zmflm017214h03bl 

BLASTX 

g!352679 

278 

7.0e-25 



43704 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

107 
59 

PROTEIN PHOSPHATASE 2C ABI1 (PP2C) >gi_2129699_pir A5458E 

protein phosphatase ABI1 - Arabidopsis thaliana 
>gi_509419_emb_CAA55484_ (X78886) ABI1 [Arabidopsis 
thaliana] 

307706 

uC-zmflm017214h09bl 
BLASTX ~ 
g4096786 
183 

4.0e-14 

67 

58 

(U39958) NADP-malic enzyme [Zea mays] 
307707 

uC-zmflm017233a07bl 

BLASTX 

gl076763 

162 

6.0e-ll 

131 
34 

AWJL218 protein - wheat >gi_551212__emb_CAA57134_ (X81369) 
AWJL218 [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



307708 

uC-zmflm017233b07bl 

BLASTX 

g2829894 

290 

5.0e-26 

102 

61 

(AC002311) Unknown protein [Arabidopsis thaliana] 
307709 

uC-zmflm017233c02bl 

BLASTX 

g82696 

298 

3.0e-27 

75 

79 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

307710 

uC-zmflm017233c03bl 

BLASTX 

g4115926 

275 

3.0e-24 

89 

57 



43705 



NCBI Description 



Seq. No. 
Seq. ID 
Method -zr 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length ~ 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



(AF118222) similar .to the subtilase family of serine 
proteases (Pfam: PF00082, Score=50.7, E=4.7e-13, n=3) 
[Arabidopsis thaliana] >gi_4539413_emb_CAB40046 . 1_ 
(AL04 9524) putative subtilisin-like protease [Arabidopsis 
thaliana] 

307711 

uC-zmflm017233c04bl 

BLASTX 

gl27243 

149 

1.0e-20 

149 

42 

AUTONOMOUS TRANSPOSABLE ELEMENT EN-1 MOSAIC PROTEIN 
(SUPPRESSOR-MUTATOR SYSTEM PROTEIN) (SPM) 

>gi_320621_pir S28365 gene 1 protein - maize transposon 

En-1 >gi_168640 (M25427) mosaic protein [Zea mays] 
>gi_225007_prf 1206239C gene 1 [Zea mays] 

307712 

uC-zmflm017233d08bl 

BLASTX 

g2979554 

734 

5.0e-78 

168 

83 

(AC003680) CDC4 like protein [Arabidopsis thaliana] 
307713 

uC- zmf ImO 1 7 2 3 3dl lbl 

BLASTX 

gll5771 

631 

5.0e-66 

128 

90 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi__82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 

307714 

uC-zmflm017233hl0bl 

BLASTX 

g2245021 

223 

3.0e-18 

121 

44 

(Z97341) heat shock protein 110 homolog [Arabidopsis 
thaliana] 

307715 

uC-zmflmol7001a09bl 



43706 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
g22192 
71 

1.0e-31 

135 
89 

Z.mays B-I 



gene for B transcriptional activator 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307716 

uC-zmflmol7001al2bl 

BLASTX 

gl931651 

190 

2.0e-14 

85 
47 

(U95973) membrane-associated salt-inducible protein isolog 
[Arabidopsis thaliana] 

307717 

uC- zmf Imo 17001c03bl 

BLASTN 

g22332 

198 

1.0e-107 

329 

90 

Z.mays HRGP gene 
307718 

uC-zmflmol7001dllbl 

BLASTX 

g3258456 

248 

2.0e-21 

86 

58 

(AB015655) chitinase [Cucurbita sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



307719 

uC-zmflmo!7001dl2bl 

BLASTX 

g2286113 

176 

1.0e-12 

69 

58 

(U78892) MADS box protein [Oryza sativa] 
307720 

uC-zmflmol7001e09bl 

BLASTX 

gll8104 

329 

2.0e-51 

132 
80 



43707 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PEPTIDYL-PROLYL CIS-TRANS I SOME RASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_pir CSZM peptidylprolyl isomer ase (EC 5.2.1.8) 

maize >gi_JL68461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb_CAA48638_ (X68678) cyclophilin [Zea mays] 

307721 

uC- zmf lmo 17001ellbl 

BLASTX 

g421929 

321 

1.0e-29 

131 
10 

ubiquitin - tomato >gi_312160_emb_CAA51679_ (X73156) 
ubiquitin [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307722 

uC-zmflmol7001h02bl 

BLASTX 

g417€530 

152 

1.0e-09 

182 

24 

(AL035263) 
pombe] 



putative condensin subunit [Schizosaccharomyces 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307723 

uC-zmflmol7010b08al 

BLASTN 

g22312 

139 

3.0e-72 

232 

77 

Maize ABA-inducible gene for glycine-rich protein ( ABA = 
abscisic acid) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



307724 

uC-zmflmol70112a09bl 

BLASTX 

g3540194 ' 

218 

8.0e-18 

66 

67 

(AC004260) AtVPS45p [Arabidopsis thaliana] 
307725 

uC-zmflmol70112al0bl 

BLASTN 

g!532072 

75 

3.0e-34 

151 

87 



43708 



NCBI Description Z.mays mRNA for S-adenosylmethionine decarboxylase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307726 

uC-zmflmol70112al2bl 

BLASTX 

g629641 

165 

1.0e-ll 

87 
51 

PsHSC71.0 protein - garden pea >gi_1076530_pir S53500 

HSC71.0 protein - garden pea >gi_473217_emb_CAA83548__ 
(Z32537) PsHSC71.0 [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



307727 

uC-zmfliaol70112b05bl 

BLASTX ^_ 

g400803 

301 

3.0e-27 

144 

58 

2 , 3-BI S PHOS PHOGLYCERATE- INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG- INDEPENDENT PGAM) (PGAM-I) 

>gi_283033_pir A42807 phosphoglycerate mutase (EC 

5.4.2.1), 2, 3-bisphosphoglycerate-independent - maize 
>gi_168588 (M80912) 2, 3-bisphosphoglycerate-independent 
phosphoglycerate mutase [Zea mays] 

307728 

uC-zmflmol70112b09bl 

BLASTX 

g3281868 

657 

3.0e-70 

153 

83 

(AL031004) putative protein [Arabidopsis thaliana] 
307729 

uC-zmflmol70112bl2bl 

BLASTX 

g4217999 

155 

2.0e-10 

53 

58 

(AC006135) putative ubiquitin — protein ligase 
(ubiquitin-conjugating enzyme) [Arabidopsis thaliana] 

307730 

uC-zmflmol70112c05bl 

BLASTX 

g2244866 

280 

7.0e-25 
107 



43709 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
307731 

uC-zmflmol70112cllbl 

BLASTX 

g3122234 

279 

1.0e-24 

128 

49 

EUKARYOTIC TRANSLATION INITIATION FACTOR 2 BETA SUBUNIT 
(EIF-2-BETA) (P38) >gi_2306768 (U87163) eIF-2 beta subunit 
[Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307732 

uC-zmflmol70112d06bl 

BLASTX 

g2347098 

475 

8.0e-50 

129 

84 

(U76845) ubiquitin-specific protease [Arabidopsis thaliana] 
>gi_4490742_emb_CAB38904.1_ (AL035708) ubiquitin-specific 
protease (AtUBP3) [Arabidopsis thaliana] 

307733 

uC-zmflmol70112e07bl 

BLASTX 

g4158230 

471 

3.0e-47 

134 

69 

(Y18625) amylogenin [Triticum aestivum] 
307734 

uC-zmflmol70112f04bl 

BLASTX 

g3256035 

186 

6.0e-14 

84 

48 

(Y14274) putative serine/threonine protein kinase [Sorghum 
bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307735 

uC-zmflmol70112f05bl 

BLASTX 

g4105798 

176 

1.0e-12 

43 

67 

(AF049930) PGP237-11 



[Petunia x hybrida] 



43710 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

S£q. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307736 

uC-zmflmol70112f09bl 

BLASTX 

g4512667 

327 

2.0e-30 

123 

59 

(AGO 06931) putative MAP 



kinase [Arabidopsis thaliana] 



307737 

uC-zmflmol70113c08bl 

BLASTX 

g4490736 

201 

2.0e-19 

92 

39 

(AL035708) putative protein [Arabidopsis thaliana] 
307738 

uC-zmflmol70113f01bl 

BLASTX 

gl890575 

396 

1.0e-38 
115 
65 

(X93174) 
vulgare] 



xyloglucan endotransglycosylase (XET) [Hordeum 



307739 

uC- zmf lmol7 0 1 1 3g0 Ibl 

BLASTN 

g2668739 

50 

9.0e-20 

70 

96 

Zea mays translation initiation factor G0S2 (TIF) mRNA, 
complete cds 

307740 

uC-zmflmol70114a08bl 

BLASTX 

gll5771 

720 

5.0e-81 

167 

92 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-1) (LHCP) >gi_82682_pir S04453 chlorophyll 

a/b-binding protein precursor - maize 

>gi_22224_emb_CAA32900_ (X14794) chlorophyll a/b-binding 
preprotein (AA 1 - 262) [Zea mays] 



43711 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307741 

uC-zmflmol70114a09bl 

BLASTN 

g22292 

211 

1.0e-115 

365. 
94 

Z.mays mRNA for glycine-rich protein 
307742 

uC-zmflmol70114al2bl 

BLASTX 

g2959767 

235 

2.0e-19 

120 

44 

(AJ002584) 
(AC005309) 



At MRP 4 [Arabidopsis thaliana] >gi_3738292 
glut athione-con jugate transporter At MRP 4 



[Arabidopsis thaliana] 
307743 

uC-zmflmol70114b07bl 

BLASTX 

g3273243 

468 

7.0e-47 

124 

81 

(AB004660) NLS receptor [Oryza sativa] 

>gi_3273245_dbj_BAA31166_ (AB004814) NLS receptor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307744 

uC-zmflmol70114c02bl 

BLASTX 

g4587533 

393 

5.0e-38 
165 

50 , 

(AC007060) EST gb_AA721821 
[Arabidopsis thaliana] 



comes from this gene. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



307745 

uC-zmflmol70114c07bl 

BLASTX 

g2760345 

503 

6.0e-52 

136 

20 

(U84967) ubiquitin [Arabidopsis thaliana] 
307746 

uC-zmflmol70114c09bl 



43712 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4415996 

720 

2.0e-76 

137 

99 

(AF059290) beta-tubulin 4 
307747 

uC-zmflmol70114cllbl 

BLASTX 

g4056568 

426 

5.0e-42 

127 

71 

(U90944) PDI-like protein 



[Eleusine indica] 



^Zea mays] 



307748 

uC-zmflmol70114d03bl 

BLASTX 

g!632831 

511 

6.0e-52 

123 

78 

(Z4 9698) orf [Ricinus communis] 
307749 

uC - zmf lmo 1 7 0 1 1 4 dO 5b 1 

BLASTN 

g4185305 

47 

3.0e-17 
63 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



307750 

uC- zmf lmo 170114 d08bl 

BLASTN 

g4321977 

132 

6.0e-68 

224 

90 

Zea mays beta-amylase 
307751 

uC-zmflmol70114e02bl 

BLASTX 

gl592812 

183 

2.0e-13 



(Amy2) gene, complete cds 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



127 
38 

(X95957) 22 kDa polypeptide [Nicotiana tabacum] ' 
307752 

uC-zmflmol70114e06bl 

BLASTX 

g4204912 

369 

2.0e-35 

133 

56 

(U58918) MEK kinase [Arabidopsis thaliana] 
307753 

uC-zmflmol70114e08bl 

BLASTX 

gl255430 

208 

3.0e-16 

121 

40 

(U53155) No definition line found [Caenorhabditis elegans] 
307754 

uC-zmflmol70114el0bl 

BLASTX 

g2407800 

485 

8.0e-49 

109 

89 

(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 
307755 

uC-zmflmol70114ellbl 

BLASTX 

g3080420 

384 

4.0e-37 

130 

59 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 

307756 

uC-zmflmol70114el2bl 

BLASTX 

g4165861 

177 

9.0e-13 

122 

22 

(AF006603) histone deacetylase mHDA2 [Mus musculus] 
307757 

uC-zmflmol70114f09bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. Nov 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2198851 

147 

2.0e-09 

33 
94 

(AF007785) 



cystathionine gamma- synthase [Zea mays] 



307758 

uC-zmflmol70114fl0bl 

BLASTX 

gl!5923 

212 

2.0e-17 

62 
83 

CELL DIVISION CONTROL PROTEIN 2 
protein cdc2 kinase [Zea mays] 



HOMOLOG >gi_168511 (M60526) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



307759 

uC-zmflmol70114g01br 

BLASTX 

g3367576 

392 

7.0e-38 

124 

64 

(AL031135) NAM / COC2 -like protein [Arabidopsis thaliana] 
307760 

uC-zmflmol70114h02bl 

BLASTX 

g2262105 

199 

1.0e-23 

148 

42 

(AC002343) unknown protein [Arabidopsis thaliana] 
307761 

uC-zmflmol70114h08bl 

BLASTX 

g2499819 

576 

2.0e-59 

158 

72 

AS PARTI C PROTEINASE ORYZASIN 1 PRECURSOR 

>gi_2130068_pir S66516 aspartic proteinase 1 precursor - 

rice >gi_1030715_dbj_BAA06876_ (D32165) aspartic protease 
[Oryza sativa] >gi_1711289_dbj_BAA06875_ (D32144) aspartic 
protease [Oryza sativa] 

307762 

uC-zmflmol7011b04bl 

BLASTX 

g2492504 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



448 

2.0e-44 

110 

42 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG 

>gi_1669660_emb_CAA70565_ (Y09396) protein of AAA family 
[Capsicum annuum] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30.7763 

uC-zmflmol7011cl0bl 

BLASTX 

g2506470 

583 

2.0e-60 

125 

85 

ALPHA- 1,4 GLUCAN PHOSPHORYLASE, L ISOFORM PRECURSOR 
PHOSPHORYLASE L) >gi_1616637_emb_CAA85354__ (Z36880) 
alpha- 1,4 Glucan Phosphorylase, L isoform precursor 
faba] 



(STARCH 
[Vicia 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307764 

uC-zmflmol7011fllbl 

BLASTX 

g2262111 

172 

3.0e-12 

73 

51 

(AC002343) ribitol dehydrogenase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307765 

uC-zmflmol7011fl2bl 

BLASTX 

gl890575 

232 

2.0e-19 

101 

48 

(X93174) 
vulgare] 



xyloglucan endotransglycosylase (XET) [Hordeum 



307766 

uC-zmflmol7011g01bl 

BLASTN 

g6598437 

33 

3.0e-09 

57 

89 

Arabidopsis thaliana chromosome II BAC F13M22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



307767 

uC-zmflmol7011g07al 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g4206306 
346 

5.0e-33 

90 

76 

(AF049110) prpol [Zea mays] 
307768 

uC-zmflmol7011gl2bl ' 

BLASTX 

g399942 

553 

6.0e-57 

119 

91 

CHLOROPLAST STROMA 70 KD HEAT SHOCK-RELATED PROTEIN 

PRECURSOR >gi_421881_pir S32818 heat shock protein, 70K, 

chloroplast - garden pea >gi_169023 (L03299) 70 kDa heat 
shock protein [Pisum sativum] >gi_871515_emb_CAA4 9147_ 
(X69213) Psst70 (stress 70 protein) [Pisum sativum] 

307769 

uC-zmf lmol7 0 1 lh02bl 
BLASTX 
g4204265 
■\171 
2.0e-12 
65 
57 

(AC005223) 45643 [Arabidopsis thaliana] 
307770 

uC-zmflmol7012a06bl 

BLASTX 

g417360 

200 

1.0e-15 

106 

42 

HIGH MOBILITY GROUP-LIKE NUCLEAR PROTEIN 2 

>gi_2131280_pir S67767 high mobility group-like protein 

NHP2 - yeast (Saccharomyces cerevisiae) 

>gi_666101_emb_CAA40885_ (X57714) high mobility group-like 
nuclear protein 2 [Saccharomyces cerevisiae] 
>gi_1429348_emb_CAA67483_ (X99000) high-mobility-group-like 
protein [Saccharomyces cerevisiae] 
>gi_1431346_emb_CAA98786__ (Z74256) ORF YDL208w 
[Saccharomyces cerevisiae] 

307771 

uC-zmflmol7012a07bl 

BLASTX 

g3858935 

148 

4.0e-19 

118 

53 
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NCBI Description {AL021636) synaptobrevin-like protein [Arabidopsis 
thaliana] >gi__4103357 (AF025332) vesicle-associated 
membrane protein 7C; synaptobrevin 7C [Arabidopsis 
thaliana] 



Seq. No. 307772 

Seq. ID uC-zmflmol7013b02bl 

Method BLASTN 

NCBI GI g257040 

BLAST score 64 

E value 1.0e-27 

Match length 88 

% identity 93 

NCBI Description hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 

Seq. No. 307773 

Seq. ID uC-zmflmol7015e04bl 

Method BLASTX 

NCBI GI g479413 

BLAST score 160 

E value 5.0e-22 

Match length 132 

% identity 55 

NCBI Description myosin-like protein - Arabidopsis thaliana 

Seq. No. 307774 

Seq. ID uC-zmflmol7016d07al 

Method BLASTX 

NCBI GI g2842482 

BLAST score 161 

E value 6.0e-ll 

Match length 44 

% identity 75 

NCBI Description (AL021749) protein phosphatase 2C-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307775 

uC-zmflmol7017a05bl 

BLASTX 

g4218014 

242 

2.0e-20 

51 

92 

(AC006135) putative spliceosomal protein (RNA binding 
protein) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307776 

uC- zmf lmol 7 0 1 7b0 4b 1 

BLASTX 

g4416302 

484 

7.0e-49 

134 

73 

(AF105716) copia-type pol polyprotein [Zea mays] 
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Seq. No. 307777 

Seq. ID uC-zmflmol7017c03bl 

Method BLASTX 

NCBI GI " g2244866 

BLAST score 148 

E value 1.0e-10 

Match length 108 

% identity 39 

NCBI Description (Z97337) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 307778 

Seq. ID uC-zmflmol7017c06bl 

Method BLASTX 

NCBI GI g435942 

BLAST score 162 

E value 4.0e-ll 

Match length 44 

% identity 66 

NCBI Description (U04295) DNA-binding factor of bZIP class [Oryza sativa] 



307779 

uC-zmflmol7017d02bl 
BLASTX 
g4586401 
168 

8.0e-12 

121 
38 

(D88208) hSgtlp [Homo sapiens] 

Seq. No. 307780 

Seq. ID uC-zmflmol7017d05bl 

Method BLASTX 

NCBI GI g2129559 

BLAST score 223 

E value t 3.0e-18 

Match length * 63 

% identity 7 9 

NCBI Description cellulase homolog OR16pep - Arabidopsis thaliana 

>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 

Seq. No. 307781 

Seq. ID uC-zmflmol7017dl0bl 

Method BLASTX 

NCBI GI g2369766 

BLAST score 309 

E value 2.0e-28 

Match length 113 

% identity 57 

NCBI Description (AJ001304) hypothetical protein [Citrus x paradisi] 

Seq. No. 307782 

Seq. ID uC-zmflmol7017h06bl 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



43719 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2832686 

255 

2.0e-23 

81 

72 

(AL021712) 



putative protein [Arabidopsis thaliana] 



307783 

uC-zmflmol7017h07bl 

BLASTN 

g3821780 

34 

9.0e-10 

34 

100 

Xenopus laevis cDNA clone 27A6-1 
307784 

uC-zmflmol7018al0al 

BLASTX 

g4008008 

211 

8.0e-17 

122 

39 

(AF084035) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



307785 

uC-zmflmol7019c01al 

BLASTN 

g717080 

73 

9.0e-33 

224 

84 

Zea mays glyceraldehyde-3-phosphate dehydrogenase 
gene, promoter region 

307786 

uC-zmflmol7019f01al 

BLASTN 

g902583 

41 

6.0e-14 

125 

83 

Zea mays clone MubGl ubiquitin gene, complete cds 
307787 

uC-zmflmo!7020a06bl 

BLASTX 

g2511531 

304 

7.0e-28 

70 



(GapC4) 
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% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BIiAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



80 

(AF008120) alpha tubulin 1 [Eleusine indica] 
>gi_3163944_emb_CAA066I8_ (AJ005598) alpha-tubulin 1 
[Eleusine indica] 

307788 

uC-zmflmol7020c02bl 

BLASTX 

gl235565 

316 

4.0e-29 

108 

64 

(X96681) DNA-binding protein [Oryza sativa] 



307789 

uC-zmflmo!7020c04bl 

BLASTX 

g4104929 

501 

9.0e-51 

133 

73 

(AF042195) auxin response 



factor 7 [Arabidopsis thaliana] 



307790 

uC-zmflmol7020d03bl 

BLASTX 

g266578 

259 

2.0e-22 

56 

82 

METALLOTH IONE IN-LI KE PROTEIN 1 >gi_100898_pir S17560 

metallothionein-like protein - maize >gi_236730_bbs_57629 
(S57628) metallothionein homologue [Zea mays, Peptide, 76 
aa] [Zea mays] >gi_559536_emb_CAA57 676_ (X82186) : -> 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 



307791 

uC-zmflmol7020e07al 

BLASTN 

g736358 

87 

2.0e-41 

125 

93 

Zea mays cell wall invertase mRNA, 



complete cds 



307792 

uC-zmflmol7020f06al 

BLASTX 

g629844 

254 

6. Oe-22 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



66 
79 

heat shock protein hsp70-5 - maize (fragment) 
>gi_498775_emb_CAA55184_ (X78415) heat shock protein 70 kDa 
[Zea mays] 

307793 

uC-zmflmol7020f09bl 

BLASTX 

g585338 

424 

7.0e-42 

106 

75 

ADENYLATE KINASE B (ATP -AMP TRANSPHOSPHORYLASE) 
>gi_391879_dbj_BAA01181_ (D10335) adenylate kinase-b [Oryza 
sativa] 

307794 

uC-zmflmol7020fl2bl 

BLASTX 

g4581164 

236 

1.0e-19 

136 

40 

(AC006220) putative polyprotein [Arabidopsis thaliana] 
307795 

uC-zmflmol7020g07bl 

BLASTX 

g282994 

395 

2.0e-38 

87 

79 

Sipl protein - barley >gi_167100 
protein [Hordeum vulgare] 



(M77475) seed imbibition 



307796 

uC-zmflmol7020gl0al 

BLASTN 

g3695004 

195 

1.0e-106 

259 
99 

Zea mays pyruvate dehydrogenase kinase isoform 2 mRNA, 
nuclear gene encoding mitochondrial protein, complete cds 

307797 

uC-zmflmol7020h08bl 

BLASTN 

g3004949 

137 

5.0e-71 
253 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. , 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

Zea mays tonoplast intrinsic protein (ZmTIPl) mRNA, 
complete cds 



307798 

uC-zmflmol7021b05bl 

BLASTX 

g4567197 

179 

4.0e-13 

128 
36 

(AC007168) unknown protein 



[Arabidopsis thaliana] 



307799 

uC- zmf lmo 1 7 0 2 1 cl lb 1 

BLASTX 

g4104931 

295 

1.0e-26 

65 
82 

(AF042196) auxin response 



factor 8 [Arabidopsis thaliana] 



307800 

uC-zmflmol7021dllbl . 

BLASTX 

g3821793 

187 

5.0e-14 

36 
100 

(Y11526) casein kinase II alpha subunit [Zea mays] 
307801 

uC-zmflmol7021g07bl 

BLASTX 

gl203832 

334 

4.0e-31 

137 

87 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi__1588407__prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

307802 

uC-zmflmol7021h02bl 

BLASTX 

gl890575 

202 

7.0e-16 

58 
64 

(X93174) xyloglucan endotransglycosylase (XET) [Hordeum 
vulgare] 



43723 



HI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307803 

uC-zmflmol7021hl0bl 

BLASTX 

g3176687 

276 

1.0e-24 

106 

51 

(AC003671) Strong similarity to trehalose- 6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb_Z97344. ESTs gb_H37594, gb_R65023, gb_H37578 and 
gb_R64855 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307804 

uC-zmflmol7021hl2bl 

BLASTN 

g257040 

76 

8.0e-35 

151 

93 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 
307805 

uC-zmflmol7022a02bl 

BLASTN 

g4007864 

286 

1.0e-160 

386 
37 

Zea mays HRGP gene, AC1503 line 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307806 

uC-zmflmol7022cl2al 
BLASTN 

g4140643 *' 
265 

1.0e-147 

461 

90 

Zea mays cosmid II.2E10 22-kDa alpha zein gene cluster, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307807 

uC-zmflmol7022d07bl 

BLASTX 

g422248 ' 

343 

3.0e-32 

102 

15 

ubiquitin - basidiomycete (Phanerochaete chrysosporium) 
>gi_395056_emb_CAA80851_ (Z24723) ubiquitin [Phanerochaete 
chrysosporium] 



Seq. No. 



307808 



43724 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7022f05bl 
BLASTS * 

g4185$05 - 
103 

1.0e-50 

179 

90 

Zea mays cosmid IV.1E1 22-kDa alpha zein protein 21 
(sz22-21) gene, complete cds; retrotransposon Opie-2 gag 
protein, polyprotein, and copia protein genes, complete 
cds; and unknown genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307809 

uC-zmflmol7022f09bl 

BLASTX 

g2655098 

300 

5.0e-30 

81 

81 

(AF023472) peptide transporter [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307810 

uC-zmflmo!7023a05bl 

BLASTX 

g445*470 

148 

2.0e-09 

91 

41 

(AC006234) putative sugar transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307811 

uC-zmflmol7023a07bl 

BLASTX 

g4455324 

202 

1.0e-15 

54 

57 

(AL035525) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307812 

uC-zmflmol7023b01bl 

BLASTX 

g2191175 

421 

2.0e-41 

102 
73 

(AF007270) A_IG002P16.24 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



307813 

uC-zmflmol7023c06bl 
BLASTX 
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NCBI GI 


gl019946 


BLAST score 


321 


E value 


i . ue — z y 


Match length 




% identity 


O H 
0 / 


NCBI Description 


(U37060) ascorbate peroxidase [Gossypium hirsutum] 


Seq. No. 


307814 


Seq. ID 


uC-zmtlmol /Uz JauoDl 


Method 


DT 7\0 rpv 


NCBI GI 


g4102839 


BLAST score 


438 


E value 


o . Ue-4o 


Match length 


iu y 


% identity 


/z 


NCBI Description 


(AFUlo/lo) LeOPTl LLycopersicon esculentumj 


Seq. No. 


307815 


beq. ID 


uc— zmrimol /UZogiUal 


Method 


bllAblA 


NCBI GI 


g4190952 


BLAST score 


271 


E value 


o . Oe-24 


Matcn lengrn 


yz 


•% identity 


51 


NCBI Description 


(AB022689) similar to hsr203J [Lycopersicon esculentumj 


Seq. No. 


307816 


Seq. ID 


uC-zmf Imol7023gl2bl 


Metnoa 


t-> T 7\ C 1 m v 

BLASTX 


NCBI GI 


g4559356 


BLAST score 


146 


E value 


4 . Oe-09 


Match length 


126 


% identity 


27 


NCBI Description 


(AC006585) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


307817 


O a T Pi 

beq. ID 


uC-zmrlmol /Uz4D0oal 


Method 


DT A OTV 
DllAb I A 


JNuol \jL 


gzoouo / u 


BLAST score 


203 


E value 


5.0e-16 


Match length 


C A 

64 


% identity 


61 


NCBI Description 


(AC002342) putative Cu2+-transporting ATPase [Arabidops. 




thaliana] 


Seq. No. 


307818 


Seq. ID 


uC-zmflmol7024bl0al 


Jxietnoct 


nT Ti ornvr 

bJjAbilN 


iML/Dl bl 




BLAST score 


41 


E value 


7.0e-14 


Match length 


181 


% identity 


79 


NCBI Description 


Z.mays cab-m7 gene for light harvesting chlorophyll a/b 



43726 



binding protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307819 

uC-zmflmol7027e09al 

BLASTX 

gl711355 

296 

8.0e-27 

98 

59 

SHORT-CHAIN TYPE DEHYDROGENASE /REDUCTASE 

>gi_421786_pir S34678 short-chain alcohol dehydrogenase - 

Norway spruce >gi_395223_emb_CAA52213_ (X74115) short-chain 
alcohol dehydrogenase [Picea abies] 

307820 

uC-zmflmo!7027h03al 

BLASTN 

g22212 

38 

6.0e-12 

70 
89 

Z.mays DNA for cl locus 
307821 

uC-zmflmol7028d04al 

BLASTX 

g3548810 

175 

8.0e-13 

69 

51 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

307822 

uC-zmflmol7029a09bl 

BLASTX 

g!29591 

274 

2.0e-24 

82 & 
68 

PHENYLALANINE AMMONIA-LYASE >gi_2 95824_emb_CAA3422 6_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 

307823 

uC-zmflmol7029al2bl 

BLASTX 

g498643 

470 

3.0e-47 

82 

99 

(U10270) G-box binding factor 1 [Zea mays] 



43727 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq-; ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307824 

uC-zmflmol7029b03bl 

BLASTN 

gl532072 

48 

6.0e-18 

152 
83 

Z.mays mRNA for S-adenosylmethionine decarboxylase 
307825 

uC- zmf Imo 1 7 0 2 9bl 2b 1 

BLASTN 

g3821780 

36 

1.0e-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
307826 . 

uC-zmflmol7029cl0bl 

BLASTX 

g3913427 

309 

6.0e-32 

134 

57 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532073_emb_CAA69075_ (Y07767) 
S-adenosylmethionine decarboxylase [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307827 

uC- zmf lmo 17029dl0bl 

BLASTN 

g4160401 

62 

3.0e-26 

66 

98 

Zea mays eIF-5 gene, exons 1-2 
307828 

uC-zmflmo!7029f02bl 

BLASTX 

g421845 

500 

9.0e-51 

115 

86 

RecA homolog - Arabidopsis thaliana (fragment) 
(M98039) replicase [Arabidopsis thaliana] 



>gi_166841 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



307829 

uC-zmflmol7029g08bl 

BLASTX 

gll43705 



43728 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



500 

3.0e-52 

122 

51 

(X89760) Hox2a [Zea mays] 
307830 

uC-zmflmol7029hl0bl 

BLASTX 

g4204859 

261 

8.0e-23 

84 

67 

(U55859) heat shock protein 80 



[Triticum aestivum] 



307831 

uC-zmflmol7030c02bl 

BLASTX 

g3096949 

347 

1.0e-32 : 

107 

63 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 

307832 

uC-zmflmol7030c06bl 

BLASTN 

g22466 

96 

2.0e-46 

119 

48 

Zea mays rcy:Mu7 Cy transpo sable element system 
307833 

uC-zmflmol7030e01bl 

BLASTX 

gl313909 

182 

2.0e-13 

66 

58 

(D84508) CDPK-related protein kinase [Zea mays] 



307834 

uC-zmflmo!7030e02bl 

BLASTX 

g728863 

633 

3.0e-66 

128 
93 

LEUCOANTHOCYANIDIN DIOXYGENASE 



(LDOX) (LEUCOANTHOCYANIDIN 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



HYDROXYLASE) >gi_100871jpir S12043 gene A2 protein - maize 

>gi_22104_emb__CAA39022_ (X55314) A2 [Zea mays] 

307835 

uC-zmflmol7030e08bl 

BLASTX 

g3377836 

170 

7.0e-12 

80 

40 

(AF075598) contains similarity to reverse transcriptases 
[Arabidopsis thaliana] 

307836 

uC-zmflmol7030f01bl 

BLASTX 

g3775993 

284 

3.0e-25 

72 
75 

(AJ010460) RNA helicase [Arabidopsis thaliana] 
307837 

uC-zmflmol7030g05bl 

BLASTX 

gl084454 

144 

1.0e-09 

86 

50 

peptidylprolyl isomerase (EC 5.2.1.8) Cypl - rice 
>gi_600765 (L29471) cyclophilin 1 [Oryza sativa] 

307838 

uC-zmflmol7030h09bl 

BLASTX 

g4558484 

207 

3.0e-18 

75 

71 

(AF097363) heat shock protein 101 [Triticum aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



307839 

uC-ziaflmol7030hl2bl 

BLASTX 

g2511541 

547 

4.0e-56 

145 

77 

(AF020787) DNA-binding protein GBP16 [Oryza sativa] 
307840 

uC-zmflmol7031a05bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

-E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
.NCBI GI 



BLASTX 

g3075394 

174 

1.0e-12 

55 

62 

(AC004484) 



putative beta-ketoacyl-CoA synthase [Arabidopsis 



thaliana] >gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

307841 

uC-zmflmol7031b05bl 

BLASTX 

g2668744 

158 

7.0e-ll 

41 

76 

(AF034946) ubiquitin conjugating enzyme [Zea mays] 
307842 

uC-zmflmo!7031c07bl 

BLASTX 

g!23656 

438 

1.0e-43 

107 

80 

CHLOROPLAST ENVELOPE MEMBRANE 70 KD HEAT SHOCK- RELATED 

PROTEIN >gi_285407_pir A42582 heat shock protein SCE70 - 

spinach >gi_21338_emb_CAA43711_ (X61491) 70 kDa heat shock 
protein [Spinacia oleracea] 

307843 

uC-zmflmol7031d08bl 

BLASTX 

g4510383 

165 

2.0e-ll 

51 

65 

(AC007017) unknown protein [Arabidopsis thaliana] 
307844 

uC-zmflmol7031gl0bl 

BLASTN 

g4007864 

95 

5.0e-46 

263 
84 

Zea mays HRGP gene, AC1503 line 
307845 

uC-zmflmol7031gl2bl 

BLASTX 

g3337350 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 



338 

1.0e-31 

142 
50 

(AC004481) 



putative permease [Arabidopsis thaliana] 



307846 

uC-zmflmol7031hllbl 

BLASTX 

gll2994 

172 

3.0e-12 

50 

74 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077__ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

307847 ' * "; f 

uC- zmf lmo 1703 3b0 8 b2 

BLASTX 

gl20670 

147 

4.0e-14 

60 

88 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_10087 9_pir S06879 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) C - maize 
>gi_295853_emb_CAA33620_ (X15596) GAPDH [Zea mays] 

307848 

uC-zmflmol7033b09al 

BLASTN 

g2984708 

38 

4.0e-12 

54 
93 

Zea mays DnaJ-related protein ZMDJ1 (mdJl) gene, complete 
cds 



Seq. No. 307849 

Seq. ID uC-zmflmol7033b09b2 

Method BLASTX 

NCBI GI g2984709 

BLAST score 340 

E value 3.0e-32 

Match length 98 

% identity 71 

NCBI Description (AF0534 68) DnaJ-related protein ZMDJ1 [Zea mays] 

Seq. No. 307850 

S£q. ID uC-zmflmo!7033c03b2 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
,% identity 



BLASTX 

gl709619 

306 

2.0e-28 

86 

72 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) / 

DOL ICHYL-DI PHOS PHOOLIGOSACCHARI DE-PROTE IN GL YCOTRANS FERAS E 

(GLYCOSYLATION SITE-BINDING CHAIN) (GSBP) 

>gi_2146814_pir S69181 protein disulfide isomerase (EC 

5.3,4.1) precursor - maize >gi_625148 (L39014) protein 
disulfide isomerase [Zea mays] 

307851 

uC-zmflmol7033c08b2 

BLASTX 

g832876 

277 

1.0e-29 
83 

83. - 

(L41345) ascorbate free radical reductase [Solanum 

lycopersicum] >gi_1097368_prf 2113407A ascorbate free 

radical reductase [Lycopersicon esculentum] 



307852 

uC-zmflmol7033cllb2 

BLASTX 

g3482967 

177 

2.0e-13 

66 

50 

(AL031369) Protein phosphatase 2C-like protein 
thaliana] >gi_4559345_gb_AAD23006. 1__AC006585_1 
protein phosphatase 2C [Arabidopsis thaliana] 



[Arabidopsis 
(AC006585) 



307853 

uC-zmflmol7033cl2b2 

BLASTX 

gl946355 

220 

3.0e-18 

87 

57 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

307854 

uC- zmf lmo 1 7 0 3 3d0 7b2 

BLASTX 

g3292826 

333 

4.0e-31 

97 

62 
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NCBI Description (AL031018) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307855 

uC-zmflmol7033dllb2 

BLASTX 

g4115377 

164 

1.0e-ll 

78 
46 

(AC005967) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



307856 

uC-zmflmo!7033e02b2 

BLASTN 

g!213278 

39 

5.0e-13 

75 
88 



NCBI Description Z.mays ZEMb gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307857 

uC-zmflmol7033e03b2 

BLASTX 

g4006879 

188 

9.0e-25 

87 

66 

(Z99707) hypothetical protein [Arabidopsis thaliana] 
307858 

uC-zmflmol7034e08al 

BLASTX 

g!171967 

149 

1.0e-09 

57 
53 

P4-6 PROTEIN >gi_2137635_pir 148711 phosphodiesterase - 

mouse >gi_467578_emb_CAA49481__ (X69827) phosphodiesterase 
[Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



307859 

uC-zmflmol7035a01bl 

BLASTN 

g22332 

280 

1.0e-156 

363 
94 

Z.mays HRGP gene 
307860 

uC-zmflmol7035a02bl 
-BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

.Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g22332 
71 

1.0e-31 

119 

92 

Z.mays HRGP gene 
307861 

uC-zmflmol7035a04bl 

BLASTX 

gll2994 

428 

2.0e-42 

85 

99 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

,>>gi_82£85_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

307862 - 

uC-zmflmol7035bl2bl 

BLASTX 

g2129648 

227 

8.0e-19 

60 

73 

MYB-related protein 33, 3K - Arabidopsis thaliana 
>gi_1263095_emb_CAA90809_ (Z54136) MYB-related protein 
[Arabidopsis thaliana] 

307863 

uC-zmflmol7035d05bl 

BLASTN 

g507770 

66 

1.0e-28 

234 

88 

Zea mays D3L H (+) -transporting ATPase 
cds 



(Mhal) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307864 

uC-zmflmol7035f02bl 

BLASTX 

g4538967 

408 

7.0e-40 

125 

70 

(AL049488) major intrinsic protein (MIP) -like [Arabidopsis 
thaliana] 



Seq. No. 



307865 
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J. it: H 




NCBI GI 


gl053057 


BLAST score 


182 


E value 


i . ue-io 


jxiarcn xengun 


/ / 


% identity 


DO 


iNL/Di uescripcion 


nistone Hj 


oeq. no . 


OU /ODD 




UL ZlurilllOl / UjDaU /DZ 




RT,AC!TY 


1NL.D-L ul 


gz^to ft 4 d 


BLAST score 


195 


E value 


7.0e-15 


Match length 


Q Q 

o y 


% identity 


4 / 


NCtJi Description 


(ACUUzo^z) putative 




xnanana j 


O /-v r~f Ma 

oeq. no. 




oeq. lu 


uu~zmr±mo± / uodcu / dz 




RT.A9TY 


NCBI GI 


g3142298 


BLAST score 


249 


E value 


3.0e-21 


Match length 


126 


% identity 


42 



[Triticum aestivum] 



[Arabidopsis 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002411) Strong similarity to protein SBT1 gb_X98929 from 
Lycopersicum esculentum. [Arabidopsis thaliana] 

307868 

uC-zmflmol7036el2b2 

BLASTX 

g602292 

144 

S^Oe-14 

111 

46 

(U17987) RCH2 protein [Brassica napus] 
307869 

uC- zmf Imo 1703 6g0 lb2 

BLASTN 

g4140643 

170 

1.0e-90 

190 

97 

Zea mays cosmid II, 
complete sequence 



2E10 22-kDa alpha zein gene cluster, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



307870 

uC-zmf lmo 17 0 3 6g0 4b2 

BLASTX 

g82426 

752 
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o 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
. Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



3.0e-80 

155 

46 

ubiquitin precursor - barley (fragment) 

>gi_755763_emb_CAA27751_ (X04133) ubiquitin polyprecursor 
(171 aa) [Hordeum vulgar e] 

307871 

uC - zmf lmo 1 7 0 3 6h0 1 a 1 

BLASTN 

g22292 

94 

9.0e-46 

110 

96 

Z.may^ mRNA for glycine-rich protein 
307872 

uC- zmf lmo 1 7 0 3 6h0 lb2 

BLASTX 

g82696 

365 

4.0e-35 

80 

89 

glycine-rich protein - maize >gi_22293_emb_CAA43431__ 
(X61121) glycine-rich protein [Zea mays] 

307873 

uC- zmf Imol 7 0 3 6h0 7b2 

BLASTX 

g3236253 

164 

3.0e-24 

112 

54 

(AC004684) receptor-like protein kinase [Arabidopsis 
thaliana] 

307874 

uC- zmf lmo 1 7 0 3 6h0 9b2 

BLASTX 

g4585879 

170 

5.0e-12 

131 

37 

(AC005850) Highly Simlilar to Mlo proteins [Arabidopsis 
thaliana] 

307875 

uC-zmflmol7037b09bl 

BLASTN 

g3821780 

36 

5.0e-ll 

36 
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% identity 100 

NCBI Description Xenopus laevis cDNA clone -27A6-1 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307876 

uC-zmflmol7037c06bl 

BLASTX 

gl296805 

280 ^ 

8.0e-25 

80 

72 

(X90929) 
vulgar e] 



C-terminal peptidase of the Dl protein [Hordeum 



307877 

uC~zmflmol7037d03bl 

BLASTX 

g3004565 

266 

1.0e-25 

122 
52 

(AC003673) putative protein kinase 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



307878 

uC-zmflmol7037e09bl 
BLASTN 
g218121 
58 

8.0e-24 
154 
84 

Rice mRNA for U2 small nuclear RNA-associated B antigen 
307879 

uC-zmflmol7037f09bl 
BLASTX 
g2244965 
227 

1.0e-18 

119 

-^50 

(Z97340) unnamed protein product [Arabidopsis thaliana] 
307880 

uC-zmflmol7038allal 
BLASTX 
g4539453 
235 

7.0e-20 
63 
63 

(AL049500) putative protein [Arabidopsis thaliana] 
307881 

uC-zmflmol7038b05bl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

3eq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g4097880 
143 

5.0e-ll 

100 

46 

(U70866) polyprotein [Bean pod mottle virus] 
307882 

uC-zmflmol7038c03bl v r 

BLASTX 

g2827536 

208 

2.0e-16 

85 

42 

(AL021633) hypothetical protein [Arabidopsis thaliana] 
~307883 

uC-zmflmol7038cl0bl 

BLASTX 

gl38364 

649 

4.0e-68 

141 

91 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

307884 

uC-zmflmol7038d04al 

BLASTN 

gl906603 

110 

6.0e-55 

217 

88 

Zea mays ACCase gene, intron containing colonistl and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 

307885 • 

uC-zmflmol7038d04bl 

BLASTX 

g2735008 

385 

2.0e-37 

114 

67 

(U81960) kinase associated protein phosphatase [Zea mays] 
307886 

uC-zmflmol7038d06al 

BLASTN 

g22192 

38 



43739 



o 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



4.0e-12 

54 

93 

Z.mays B-I gene for B transcriptional activator 
307887 

uC-zmflmol7038el0al 

BLASTX 

g3212866 

166 

1.0e-ll 

73 
45 

(AC004005) unknown protein [Arabidopsis thaliana] 
307888 

uC- zmf Imo 1 7 0 3 8 f 0 2b 1 

BLASTX 

g!38364 

289 

5.0e-26 

108 

56 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 
PROTEIN VP23) >gi_75639_pir^GNWXG7 genome polyprotein M ■ 
bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean-pod mottle virus] 

307889 

uC-zmflmol7038g08bl 

BLASTX 

g3287695 

616 

3.0e-64 

154 

78 

(AC0039Y9) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 

307890 

uC-zmflmol7038gl0bl 

BLASTX 

gl38364 

390 

3.0e-43 

125 

77 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

307891 

uC-zmflmol7038gllbl 

BLASTX 

g3176714 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

..%- identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method r > 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



272 

5.0e-24 

108 
55 

(AC002392) putative tRNA-splicing endonuclease positive 
effector [Arabidopsis thaliana] 

307892 

uC-zmflmol7038gl2al 

BLASTN 

g758354 

41 

3.0e-14 

65 

91 

Z.mays mRNA for plasma membrane H+ ATPase 
307893 

uC-zmflmol7038gl2bl 

BLASTX 

g2641619 

283 " 

2.0e-25 

86 

64 

(AF032468) ubiquit in-conjugating enzyme protein E2 [Zea 
mays] 

307894 

uC-zmflmol7039a04bl 

BLASTX 

g4544457 

267 

3.0e-23 

68 

74 

(AC006592) putative MADS box protein [Arabidopsis thaliana] 
307895 

uC-zmflmol7039a!0bl 

BLASTX 

g3319340 

143 

6.0e-09 

121 
34 

(AF077407) contains similarity to E. coli cation transport 
protein ChaC (GB:D90756) [Arabidopsis thaliana] 

307896 

uC-zmflmol7039b08bl 

BLASTX 

g2444178 

176 

6.0e-15 

128 

45 
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NCBI Description (U94784) unconventional myosin [Helianthus annuus] 



Seq. No, 

Seq^. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



307897 

uC- zmf lmo 1 7 0 3 9d0 9b 1 

BLASTX 

g3126967 

510 

8.0e-52 

136 

13 

(AF061807) polyubiquitin [Elaeagnus umbellata] 



307898 

uC- zmf lmo 1 7 0 3 9dl 2b 1 

BLASTX 

g266578 

245 

1.0e-20 

56 

79 

METALLOTHIONEIN-LIKE PROTEIN 
metallothionein-like protein 



>gi_100898_pir S17560 

maize >gi_236730_bbs_57 629 
(S57628) metallothionein homologue [Zea mays, Peptide, 76 
aa] [Zea mays] >gi_559536_emb_CAA57676__ (X82186) 
metallothionein- like protein [Zea mays] 

>gi_228095_prf 1717215A metallothionein-like protein [Zea 

mays] 

307899 

uC- zmf lmo 1 7 0 3 9e 1 lb 1 

BLASTX 

g4544412 

350 

5.0e-33 

146 

45 

(AC006955) hypothetical protein [Arabidopsis thaliana] 
307900 

uC-zmflmol7039f02bl 

BLASTX 

g!29591 

476 

9.0e-48 

121 

79 

PHENYLALANINE AMMONIA- LYASE >gi_295824_emb_CAA34226_ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 

307901 

uC-zmflmol7039f05bl 

BLASTX 

g2996096 

190 

2.0e-14 

58 

62 
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NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

-Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF030517) translation elongation factor- 1 alpha; EF-1 
alpha [Oryza sativa] 

307902 

uC-zmflmol7039h05bl 

BLASTX 

g3337356 

170 

2.0e-17 

85 
67 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

307903 

uC-zmflmol7039h06bl 

BLASTX 

g2213643 

214 

3.0e-17 

67 
61 

(U57338) glossyl homolog [Oryza sativa] 
307904 

uC- zmf lmol7 0 3 9hl Obi 

BLASTX 

g3337356 

292 

3.0e-36 

101 

82 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 

307905 

uC- zmf lmol7 0 4 ObO 8bl 

BLASTX 

g2809246 

283 

4.0e-25 

150 

41 

(AC002560) F2401.15 [Arabidopsis thaliana] 
307906 

uC- zmf Imo 17040c05bl 

BLASTX 

gll2994 

271 

6.0e-24 

81 
12 

GLYCINE-RICH RNA-BINDING, ABSCISIC ACID-INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA-inducible gene protein [Zea mays] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
; NCBI GI 
BLAST score 
E value 
Match length 
% identity 



>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

307907 

uC-zmflmol704 0g03al 

BLASTN 

g22174 

69 

1.0e-30 

89 

94 

Maize Aux311 gene for auxin-binding protein 
307908 

uC- zmf Imo 1 7 0 4 OhO 6b 1 

BLASTN 

g22332 

213 

1.0e-116 

409 

94 



NCBI Description Z.mays HRGP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

-% ideAtity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307909 

uC-zmflmol7041a05bl 

BLASTX 

g4510363 

222 

2.0e-18 

85 
56 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 

307910 

uC-zmflmol7041b01bl 

BLASTX 

g3746059 

145 

3.0e-09 
66 

47 ~_ 

(AC005311) J putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4432812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 

307911 

uC-zmflmol7041b08bl 

BLASTX 

g4538939 

288 

7.0e-26 

84 

65 

(AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 
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oeq. NO • 


ou / y xz 


ucv| t J.L/ 


uL/ zmrxmox /U4iexzDX 






NCBI GI 


g3688598 


BLAST score 


241 


X** tt 3 I n a 
Vci-LU.S 








t> i dent icy 


• Dl 


jNL,r>i uescnpLion 


(Ahsuuyuzy) Cycloartenol Syntna 


beq. wo. 


ou / yio 


ocCJ. XL) 


uu-zmixirioi /U4lguzDl 


Lif L1IUU 




iN\_«I_> J. Ol 


yZ OjUjI 


BLAST score 


156 


E value 


3.0e-10 


i w ia con xengen 


on 


15 -LU.t2IlC.-L L.y 


01 v 


fviLvrsi uescrxptxon 


RNA-directed DNA polymerase (E 




transposon (fragment) 


beq* no . 


ou / yi4 


064. ±U 


uC-zmtlmol /041g08bl 


ric CllOd 


DT 7\ Q TXT 


NCBI GI 


gl098664 


BLAST score 


43 


E". value 


y . Oe-15 


Match length 


107 


% identity 




in^j3± uescrxptxon 


Zea mays phytoene synthase (Yl 


beq. No. 


307915 


beq. lu 


uC-zmf Imol7041hl2bl 






NCBI GI 


gl332579 


BLAST score 


445 


E value 


0 . 0e-4 4 


Match length 


lib 


% identity 


0 
0 


KT/~' , 'D T naer>-ri t--i+- A r*irt 

LNoisx uescription 


tAyoOoo; polyuDiquitrn [Pmus 


Seq . No • 


307916 


Qorr TPl 

oeq. ±u 


uL~zmrlmol /U4zauoal 


M^T~Vior1 
L w lt3 CIIOQ 


JDlifib 1IN 


NCBI GI 


g22275 


BLAST score 


62 


E value 


l . Oe-zb 


Match length 


14 j 


% identity 


85 


jnudi uescrxpexon 


Maize mRNA for ferritin (clone 


Seq. No. 


307917 


Seq. ID 


uC-zmflmol7042c08al 


Method 


BLASTN 


NCBI GI 


g4079797 


BLAST score 


35 


E value 


2.0e-10 



[Panax ginseng] 



2.7.7.49) - maize 



gene, complete cds 
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o 



Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 
90 

Oryza sativa 23 kDa polypeptide of photosystem II mRNA, 
complete cds 

307918 

uC-zmflmol7042cl0bl 
BLASTX 

g2252844 - 
509 

1.0e-51 

162 

64 

(AF013293) belongs to the cytochrome p450 family 
[Arabidopsis thaliana] 

307919 

uC-zmflmol7042g05bl 

BLASTX 

g3319208 

197 

4.0e-15 

70 

63 

(U68751) ubiquitin-carboxyl extension 



[Daucus carota] 



307920 

uC-zmflmol7042g06bl 

BLASTX 

g4314378 

157 

2.0e-10 

62 

55 

(AC006232) putative lipase [Arabidopsis thaliana] 
307921 

uC-zmflmol7042gl2al 

BLASTN 

g902583 

123 

9.0e-63 

297 

83 

Zea mays clone MubGl ubiquitin gene, complete cds 
^07922 

uC-zmflmol7042h02al 

BLASTN 

g22091 

128 

8.0e-66 

217 

90 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 



Seq. No. 



307923 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description. 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



uC-zmflmol7042h04bl 

BLASTX 

g3163946 

478 

4.0e-48 

90 

98 

(AJ005599) alpha-tubulin 1 [Eleusine indica] 
307924 

uC-zmflmol7043a06al 

BLASTN 

g4160401 

136 

2.0e-70 

196 

92 

Zea mays eIF-5 gene, exons 1-2 
307925 

uC- zmf lmo 1704 3b0 2b 1 

BLASTX 

g3426064 

229 

8.0e-19 

128 

41 

(AJ007588) monooxygenase [Arabidopsis thaliana] 
>gi_4467141_emb_CAB37510_ (AL035540) monooxygenase 2 (M02) 
[Arabidopsis thaliana] 

307926 

uC-zmflmol7043c07bl 

BLASTN 

g3043528 

175 

8.0e-94 

299 

91 

Zea mays mRNA for flavin containing polyamine oxidase (PAO) 

307927 & 

uC-zmflmol7043d07bl 

BLASTN 

g22169 

59 

2.0e-24 

202 
84 

Maize nuclear ARS1 DNA autonomously replicating in yeast 
307928 

uC-zmflmol7043e01bl 

BLASTX 

g3135543 

586 

1.0e-60 
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Match length 
% identity _ 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq., ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



141 
81 

(AF062393) aquaporin [Oryza sativa] 
307929 

uC-zmflmol7043hl0bl 

BLASTX 

g3335355 

2.0e-60 

120 

27 

(AC004512) Match to polyubiquitin DNA gb_L05401 from A. 
thaliana. Contains insertion of mitochondrial NADH 
dehydrogenase gb_X82618 and gb_X98301. May be a pseudogene 
with an expressed insert. EST gb_AA58624 8 comes from this 
region. [Arabi 

307930 

uC-zmflmol7044a09al 

BLASTX 

g2618691 

394 

3.0e-38 

113 

62 

(AC002510) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 

307931 

uC-zmflmol7044b08bl 

BLASTX 

g3738324 

194 

8.0e-15 

75 
47 

(AC005170) GMP synthase-like protein [Arabidopsis thaliana] 
307932 

uC-zmflmo!7044d05bl 

BLASTX 

g2623301 

301 

3.0e-27 

98 
62 

(AC002409) putative kinase [Arabidopsis thaliana] 
307933 

uC-zmflmo!7044e03bl 

BLASTX 

gll3621 

547 

4.0e-56 

151 

96 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

'BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 

>gi_68196_pir ADZM f ructose-bisphosphate aldolase (EC 

4.1.2.13), cytosolic - maize >gi_168420 (M16220) aldolase 
[Zea mays] >gi_2 958 5 0_emb_CAA3 13 66_ (X12872) fructose 

bisphosphate aldolase [Zea mays] >gi_225624_prf 1307278A 

cytoplasmic aldolase [Zea mays] 

307934 

uC- zmf lmol 7044e09bl 

BLASTX 

g4263704 

152 

8.0e-10 

83 

40 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 

307935 

uC-zmflmol7044f03al 

BLASTX 

g2244799 

166 

1.0e-ll 

121 
30 

(Z97336) carnitine racemase homolog [Arabidopsis thaliana] 
307936 

uC-zmflmol7044f07bl 

BLASTX 

g3482974 

549 

2.0e-56 

138 

80 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 

307937 

uC- zmf lmo 17044f08bl 

BLASTX 

g4587615 

209 

2.0e-31 

102 
69 

(AC006951) 
thaliana] 



putative acyl-CoA synthetase [Arabidopsis 



307938 

uC-zmflmol7044g02bl 

BLASTX 

g3212871 

618 

2.0e-64 
139 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

,E value 

Match length 

% identity 

NCBI Description 



86 

(AC004005) putative translation initiation factor 
[Arabidopsis thaliana] 

307939 

uC~zmflmol7044h08bl 

BLASTX 

g4544403 

183 

2.0e-13 

60 
55 

(AC007047) putative glucan endo-1, 3-beta-D-glucosidase 
precursor [Arabidopsis thaliana] 

307940 

uC-zmflmol7045a07bl 

BLASTX 

g2055374 

308 

5.0e-28 

66 

89 

(U29095) serine-threonine protein kinase [Triticum 
aestivum] 

307941 

uC- zmf lmo 1 7 0 4 5b0 Ibl 

BLASTX 

g4559342 

277 

1.0e-24 

61 

85 

(AC007087) putative copper methylamine oxidase [Arabidopsis 
thaliana] 

307942 

uC- zmf lmo 1 7 0 4 5b0 2bl 

BLASTX 

g3643609 

507 

2.0e-51 

109 

75 

(AC005395) putative Cys3His zinc finger protein 
[Arabidopsis thaliana] 

307943 

uC-zmflmol7045bl0bl 

BLASTX 

g4587533 

238 

6.0e-20 

77 

58 

(AC007060) EST gb_AA721821 comes from this gene. 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



[Arabidopsis thaliana] 
307944 

uC- zmf lmo 17045d07al 

BLASTN 

g4007864 

92 

l.Oe-44 

123 
94 

Zea mays HRGP gene, AC1503 line 
307945 

uC-zmflmol7045d07bl 

BLASTN 

g22332 

216 

1.0e-118 

347 
91 



NCBI Description Z.mays HRGP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq . No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

$CBI Description 

"Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



307946 

uC-zmflmol7045d09al 

BLASTN 

g22292 

151- 

1.0e-79 

260 

90 

Z.mays mRNA for glycine-rich protein 
307947 

uC-zmflmo!7045e08bl 

BLASTX 

g4585985 

379 

2.0e-36 

156 

47 

(AC005287) Hypothetical protein [Arabidopsis thaliana] 
307948 

uC-zmflmo!7045e09bl 

BLASTN 

g4007864 

243 

1.0e-134 

309 

98 

Zea mays HRGP gene, AC1503 line 
307949 

uC-zmflmo!7045el0bl 

BLASTN 

g3851527 

91 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-43 

158 

89 

Hordeum vulgare cultivar Bomi starch branching enzyme lib 
(sbellb) gene, nuclear gene encoding plastid protein, 
partial cds 

307950 
" uC-zmflmol7045f02bl 
BLASTX 
gl360090 
249 

1.0e-21 

84 

67 

(X95576) ClC-Ntl [Nicotiana tabacum] 
307951 

uC-zmflmol7045f07bl 

BLASTX 

gl70354 

538 

3.0e-55 

124 

18 

(M74156) pentameric polyubiquitin [Nicotiana sylvestris] 
307952 

uC- zmf lmo 17045gl0bl 

BLASTX 

g4468992 

260 

2.0e-22 

87 

55 

(AL035605) putative protein [Arabidopsis thaliana] 
307953 

uC-zmflmol7046a05bl 

BLASTX 

g4584957 

564 

3.0e-58 

123 

95 

(AF077337) heat shock protein 101; 101 kDa heat shock 
protein [Zea mays] 

307954 

uC-zmflmol7046b05bl 

BLASTX 

g557472 

191 

2.0e-14 

123 
41 

(U15178) arabinosidase [Bacteroides ovatus] 
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0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI • 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
■NCBI Description 



Seq. No. 
Seq. ID 
Method 



307955 

uC- zmf lmo 1 7 0 4 6d0 6 a 1 

BLASTN 

g4160401 

34 

2.0e-09 

50 

92 

Zea mays eIF-5 gene, exons 1-2 
307956 

uC- zmf lmo 1 7 0 4 6d0 9b 1 

BLASTX 

g4588012 

144 

4.0e-09 

45 

64 

(AF085717) putative callose synthase catalytic subunit 
[Gossypium hirsutum] 

307957 

uC- zmf lmo 1 7 0 4 6e 0 6b 1 

BLASTN 

g287829 

53 

9.0e-21 

220 

88 

Z.mays gene for polygalacturonase 
307958 

uC- zmf lmol7 0 4 6gl 0b 1 

BLASTX 

g548774 

175 

6.0e-13 

81 

51 

60S RIBOSOMAL PROTEIN L7A >gi_542158_pir_S38360 ribosomal 
protein L7a - rice >gi_303855_dbj_BAA02156_ (D12631) 
ribosomal protein L7A [Oryza sativa] 

307959 

uC-zmflmol7046h09bl 

BLASTX 

g2344889 

187 

1.0e-21 

157 

36 

(AC002388) unknown protein [Arabidopsis thaliana] 
307960 

uC-zmflmol7047f01al 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No/o 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
. NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



gl68490 
41 

7.0e^l4 

121 

83 

Maize glutathione S-transf erase (GST-I) inRNA, complete cds 
307961 

uC-zmflmol7048b02bl 

BLASTN 

g257040 

115 

5.0e-58 

235 

87 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 
307962 

uC- zmf lmo 1 7 0 4 8b0 9b 1 

BLASTX 

gl9Q6828 

171 

2.0e-12 

66 

56 

(Y11828) heat shock protein [Arabidopsis thaliana] 
307963 

uC-zmflmol7048bl0bl 

BLASTN 

g22332 

272 

1.0e-151 

458 

90 

Z.mays HRGP gene 
307964 

uC-zmflmol7048c02bl 

BLASTX 

gl800217 

666 

5.0e-70 

161 

84 

(U56730) Phytochrome B [Sorghum bicolor] 
307965 

uC- zmf lmo 1 7 0 4 8 dO lbl 

BLASTN 

g22332 

291 

1.0e-163 

397 
93 



NCBI Description Z.mays HRGP gene 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



307966 

uC-zmflmol7048e01bl 

BLASTX 

g2660677 

229 

8.0e-19 

86 
59 

(AC002342) unknown protein [Arabidopsis thaliana] 
307967 

uC-zmflmol7048e09bl 

BLASTN 

g949979 

85 

7.0e-40 

136 
91 

Z.mays Glossy2 locus DNA 
307968 

uC-zmflmol7048g02bl 

BLASTN 

gl906603 

136 

3.0e-70 

332 

85 

Zea mays ACCase gene, intron containing colonistl and 
colonist2 retrotransposons and reverse transcriptase 
pseudogene, complete sequence 

307969 

uC-zmflmol7048gllbl 

BLASTX 

g2773154 

196 

5.0e-15 

55 
65 

(AF039573) abscisic acid- and stress-inducible protein 
[Oryza sativa] 

307970 

uC-zmflmol7048h02bl 

BLASTX 

g82696 

149 

8.0e-22 

83 

72 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

307971 

uC- zmf Into 17048hl2bl 
BLASTX 
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glo4oyo 7 


BLAST score 


197 


E value 


4.0e-15 


ixiaticn lengtii 


67 


% identity 


66 


NCBI Description 


RAS -RELATED PROTEIN RAB-. 




protein [Zea mays] 


Seq. No. 


307972 


Seq. ID 


uC- zmf lmo 1 7 0 4 9 cO 3a 1 


Method 


BLASTN 


NCBI GI 


g949979 


BLAST score 


44 


E value 


1 . Oe-15 


Match length 


104 


% identity 


86 


iNubi Description 


. Z.mays Glossy2 locus DNA 


Seq. No. 


1 rtl ATI 

307973 


beq. ID 


uC- zmf lmo 1 7 0 5 ObO 9b2 


Method 


BLASTX ^ 


TVTr , T5T r*T 

iNLbl CjI 


glU / 674 o 


oLiAbi score 


con 


Hj vaiue 


j . ue _ ol 


Match length 


118 


% identity 


96 


NCBI Description 


heat shock protein 70 - j 




>gi_7 63 1 60_emb_CAA4 7 94 8_ 




[Oryza sativa] 



( fragment ) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



307974 

uC- zmf lmol 7 0 5 Obi lb2 

BLASTX 

g3176690 

164 

1.0e-17 

93 
57 

(AC003671) 
cerevisiae 



[Arabidopsis thaliana] 



Similar to ubiquitin ligase gb_D63905 from S, 
EST gb_R65295 comes from this gene. 



307975 

uC- zmf lmo 17050c06b2 

BLASTX 

g4378875 

556 

3.0e-57 

123 

82 

(AF124360) delta-12 desaturase [Brassica carinata] 
307976 

uC- zmf lmo 17050cl0b2 

BLASTX 

g2498883 

236 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



8.0e-20 

95 

54 

SPLICEOSOME ASSOCIATED PROTEIN 145 (SAP 145) (SF3B150) 
>gi_1173905 (U41371) spliceosome associated protein [Homo 
sapiens] 



307977 

uC-zmflmol7050dllb2 

BLASTN 

g2921303 

136 

2.0e-70 

371 

85 

Zea mays herbicide safener binding protein 
complete cds 



(SBP1) mRNA, 



307978 

uC- zmf lmol7 0 5 Odl 2b2 

BLASTX 

g3927830 

287 

1.0e-25 
116 

(AC005727) hypothetical protein [Arabidopsis thaliana] 



307979 

uC-zmflmol7050e04b2 

BLASTX 

g310317 

205 

3.0e-16 

88 

56 

(L19598) beta-tubulin 



[Oryza sativa] 



307980 

uC-zmflmol7050e08b2 

BLASTX 

gll70937 

347 

9.0e-33 

142 

56 

S -ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

307981 

uC- zmf Imo 1 7 0 5 0 e 1 lb2 

BLASTX 

g3236237 

274 

3.0e-24 
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© 



Match length 

% identity 

NCBI Description 



96 
58 

(AC004 684) putative ribotol dehydrogenase [Arabidopsis 
thaliana] 



oeq. riO . 


"5 n n a o o 




uu- zmrxmoi / uouiu4d < £ 


Method 


tit 7v r'imv 

BLASTX 




_, -I Otto 

gl8732 


BLAST score 


200 


E value 


2 . Oe-15 


Match length 


4 y 


^ xticiiL.it.y 


on 
oU 


NCBI Description 


(X524 92) DNA-directed RNA polymerase 


oecj. jno • 






uC-zmrlmol /050gl2b2 


Method 


BLASTX 




stA i m too 
g4 XU1 I ZZ 


BLAST score 


262 


E value 


9. 0e-23 


Ma t ch length 


102 


luenT-iizy 


/I £T 

4 o 


NCBI Description 


\«t v v u uui ; ilJ-oUUXlc UcaCctyidSS IClrlJJAJ. 


Seq. No. 


307984 


Seq. ID 


uC- zmf lmol 7 0 5 OhO 7b2 


Method 


BLASTX 


NCBI GI 


g3834307 


BLAST score 


241 


E value 


3.0e-20 


Match length 


54 


% identity 


83 


NCBI Description 


(AC005679) Strong similarity to gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



putative protein from Arabidopsis thaliana BAC gb_AL021712. 
ESTs gb_N65887 and gb_N65627 come from this gene. 
[Arabidopsis thaliana] 

307985 

uC-zmflmol7051a04bl 

BLASTX 

g2759997 

260 

1.0e-22 

80 

76 

(AJ003134) fimbriata-associated protein [Citrus sinensis] 
307986 

uC-zmflmol7051b07bl 

BLASTN 

g4416300 

52 

3.0e-20 

257 

84 

Zea mays chromosome 



4 22 kDa zein-associated iatercluster 



43758 



0 



region, complete sequence 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

■Mktch length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



307987 

uC-zmflmol7051bllbl 

BLASTX 

g3695023 

178 

4.0e-13 

77 

49 

(AF055850) unknown [Arabidopsis thaliana] 
307988 

uC-zmflmol7051c08bl 

BLASTN 

g940880 

86 

1.0e-40 

205 
92 



NCBI Description Z.mays zag2 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST ^seore 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



307989 

uC-zmflmol7051d09bl 

BLASTX 

g4105131 

322 

3.0e-37 

141 

69 

(AF043539) ClpC protease [Spinacia oleracea] 
307990 

uC-zmflmol7051g09bl 

BLASTX 

g4006829 

190 

2.0e-14 

43 

86 

(AC005970) putative protein kinase [Arabidopsis thaliana] 
307991 

uC-zmflmol7051h07bl 

BLASTX 

gl513298 

167 

1.0e-ll 

117 
35 

(U66526) AbcA [Dictyostelium discoideum] 
307992 

uC-zmflmol7052b04bl 

BLASTX 

gl488297 

282 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



3.0e-25 

75 

73 

(U63530) osRAD23 [Oryza sativa] 
307993 

uC-zmflmol7052c01bl 
BLASTX 

g2826786 ^ - 

174 

1.0e-12 

60 
63 

(Y10905) RAPB protein [Oryza sativa] 
307994 

uC-zmflmol7052c08al 

BLASTX 

g2244784 

223 

2.0e-28 

127 

54 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
307995 

uC-zmflmol7052c08bl 

BLASTN 

g3821780 

33 

3.0e-09 

33 

100 

Xenopus laevis cDNA clone 27A6-1 
307996 

uC- zmf Imol 7 0 5 2d0 7bl 

BLASTX 

g3881138 

165 

2.0e-ll 

65 

52 

(AL023846) Y52B11C.1 [Caenorhabditis elegans] 
307997 

uC-zmflmol7052e02bl 

BLASTX 

gl002800 

398 

l,0e-38 

103 

69 

(U33917) Cpiu7 [Craterostigma plantagineum] 
307998 

uC- zmf Imo 17052e03bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

fSeq. No. 
: Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 



BLASTX 

g2995384 

212 

5.0e-17 

68 

65 

(AJ004810) cytochrome P450 monooxygenase [Zea mays] 
307999 

uC-zmflmo!7052f09bl 

BLASTX 

g2914700 

155 

2.0e-10 

43 

74 

(AC003974) tRNA-processing protein SEN3-like [Arabidopsis ^ 
thaliana] 

308000 

uC-zmflmol7052gl2al 

BLASTX 

g2924509 

331 

6.0e-31 

137 

50 

(AL022023) subtilisin proteinase - like [Arabidopsis 
thaliana] 

308001 

uC-zmflmol7053b09al 

BLASTN 

g22229 

35 

2.0e-10 

67 

88 

Z.mays cab-m7 gene for light harvesting chlorophyll a/b 
binding protein 

308002 

uC-zmflmol7053bl2al 

BLASTN 

g342631 

99 

1.0e-48 

203 
87 

Maize mitochondrial F-l-ATPase subunit-2 mRNA, complete cds 
308003 

uC - zmf lmo 17053c! 0b 1 

BLASTX 

gl785621 

493 

7.0e~50 
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€1 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity . 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



132 
74 

(Z84202) AtPK2324 [Arabidopsis thaliana] >gi__24 65927 
(AF024650) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] >gi_424 9408 (AC006072) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 

308004 

uC-zmflmol7 053e05bl 

BLASTX 

g2914703 

190 

2.0e-14 

52 

69 

(AC003974) unknown protein [Arabidopsis thaliana] 
308005 

uC-zmflmol7053ellbl 

BLASTN - 

g4007864 

260 

1.0e-144 

381 

98 

Zea mays HRGP gene, AC1503 line 
308006 

uC-zmflmol7053g09bl 

BLASTX 

g629843 

393 

2.0e-38 

107 

76 

heat shock protein hsp7(j-4 - maize (fragment) 
>gi__498773_emb_CAA55183_ (X78414) heat shock protein 70 
[Zea mays] 



kDa 



Seq. No. 


308007 


Seq. ID 


uC-zmflmol7054a04bl 


Method 


BLASTX 


NCBI GI 


gll3217 


BLAST score 


218 


E value 


1.0e-17 


Match length 


58 


% identity 


74 


NCBI Description 


ACTIN 1 >gi_100149j 


Seq. No. 


308008 


Seq. ID 


uC-zmflmol7054a05bl 


Method 


BLASTX 


NCBI GI 


gl076678 


BLAST score 


215 


E value 


2.0e-17 


Match length 


68 


% identity 


68 



S07002 actin 1 - carrot 
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NCBI Description ubiqiaitin / ribosomal protein S27a - potato (fragment) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
• Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
. BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



30B009 

uC-zmflmol7054b01bl 

BLASTN 

g3821780 

36 

1.0e-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
308010 

uC-zmflmol7054b04bl 

BLASTN 

g3452293 

49 - _r* 

2.0e-18 

65 

94 

Zea mays retrptransposon Ji-1 5 T 
308011 

uC-zmflmol7054b09bl 

BLASTN 

g3821780 

36 

1.0e-10 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
308012 

uC-zmflmol7054c04bl 

BLASTX 

g!00551 

141 

3.0e-09 

50 
60 

tubulin beta chain - oat 



308013 

uC-zmflmol7054c09al 

BLASTX 

gl353193 

188 

2.0e-14 

47 

70 

O-METHYLTRANSFERASE ZRP4 (OMT) 
O-methyltransf erase (EC 2.1.1. 



LTR, partial sequence 



(L14063) O-methyltransferase [Zea mays] 
308014 

uC-zmflmol7054d01bl 
BLASTX 



>gi_5 4218 6__pi r JQ2 268 

-) - maize >gi__404070 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E . value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g4056489 
192 

2.0e-14 

120 

44 

(AC005896) putative white protein [Arabidopsis thaliana] 
308015 

uC-zmflmol7054e05bl 

BLASTX 

g3913427 

175 

1.0e-12 

84 

50 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532073_emb_CAA69075_ (Y07767) 
S-adenosylmethionine decarboxylase [Zea mays] 

308016 

uC-zmflmol7054h02bl 

BLASTX 

g4220538 

348 

7.0e-33 

138 

50 

(AL035356) NADPH-ferrihemoprotein reductase ATR1 
[Arabidopsis thaliana] 

308017 

uC-zmflmol7054h08bl 

BLASTX 

g2668742 

263 

-4.0e-23 
89 
63 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
308018 

uC-zmflmol7055b04bl 

BLASTX 

g282430 

209 

2.0e-16 

67 

61 

leucine — tRNA ligase (EC 6.1.1.4) - Bacillus subtilis 
>gi_143148 (M88581) transfer RNA-Leu synthetase [Bacillus 
subtilis] 

308019 

uC-zmflmol7055bl2bl 

BLASTX 

g3287695 

229 , 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



6.0e-19 

106 
43 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_283220. [Arabidopsis 
thaliana] 

308020 

uC-zmflmol7055d02bl 

BLASTX 

glI5815 

520 

5.0e-53 

113 

87 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-M9) (LHCP) >gi_100866^_pir_S13098 chlorophyll 
a/b-binding protein precursor - maize 
>gi_22355_emb_CAA39376_ (X55892) light-harvesting 
chlorophyll a/b binding protein [Zea mays] 

308021 

uC- zmf lmo 17 0 5 5d0 6b 1 

BLASTX 

g2062169 

268 

2.0e-23 

132 

42 

(AC001645) ABC transporter (PDR5-like) isolog [Arabidopsis 
thaliana] 

308022 

uC-zmflmol7055f06bl 

BLASTX 

g2150029 

240 

8.0e-21 

63 

70 

(AF001270) cytosolic NADP-malic enzyme [Lycopersicon 
esculentum] 

308023 

uC-zmflmol7055f09al 

BLASTX 

g4539344 

279 

7.0e-25 

89 

62 

(AL035539) putative protein [Arabidopsis thaliana] 
308024 

uC-zmflmol7055g08bl 

BLASTX 

gl619300 
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BLAST score 


266 


E value 


2. Oe-2-3 


Match length 


61 


% identity 


77 


NCBI Description 


(X95269) LRR protein [Lycopersicon esculentum] 


- 

Seq. No. 


308025 


beq. ID 


uC-zmf Imol7057a08al 


jyiecnoQ 


JDliAbiA 


NCBI GI 


g2914703 


BLAST score 


362 


E value 


z . Ue- J4 


Match length 


80 


% identity 


81 


NCBI Description 


(AC003974) unknown protein [Arabidopsis thaliana] 


Seq. No. 


308026 


Seq. ID 


uC-zmf Imol7057al2bl 


Method 


BLASTX 


NCBI GI 


g2760844 


BLAST score 


158 


E value 


1.0e-10 


Match length 


59 


% identity 


53 


NLbi Description 


(AC003105) hypothetical protein [Arabidopsis thaliana] 


Seq* No. 


308027 


Seq, ID 


uC-zmflmol7057c07bl 


Metnoa 


BLASTX 


NCBI GI 


g4204232 


BLAST score 


262 


E value 


7 . Oe-23 


Match length 


109 


% identity 


54 


jNUni Description 


(AF035378) MADS-box protein 1 [Lolium temulentum] 


Seq. No. 


<~~ 

308028 


Seq. ID 


uC-zmflmol7057dl0al 


Method 


BLASTN 


NCBI GI 


g577824 


BLAST score 


162 


E value 


6. Oe-86 


Match length 


189 


% identity 


95 


NCBI Description 


2. mays gene for H2B histone (gH2B3) 


Seq. No. 


308029 


Seq. ID 


uC-zmf lmol7057f 09bl 


Method 


BLASTX 


NCBI GI 


g2911068 


BLAST score 


175 


E value 


1 . Ue-12 


Match length 


35 


% identity 


91 


NCBI Description 


(AL021960) GlO-like protein [Arabidopsis thaliana] 


Seq. No. 


308030 * 
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Seq. ID 

. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



■Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



uC-zmflmol7057gl2bl 

BLASTX 

g82696 

279 

5.0e-25 

73 

74 

glycine-rich protein - maize >gi_22293_emb__CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

308031 

uC-zmflmol7057h04bl 

BLASTX 

gl084476 

332 

4.0e-31 

70 

93 

catalase 
(X60135) 



(EC 1.11.1.6) - maize >gi_311239_emb_CAA42720_ 
catalase-1 [Zea mays] 



308032 

uC-zmflmol7057h07al 

BLASTX 

g2979552 

329 

1.0e-30 

95 

61 

(AC003680) unknown protein [Arabidopsis thaliana] 
308033 

uC-zmflmol7058a07bl 

BLASTX 

g2497542 

167 

8.0e-13 

60 
70 

PYRUVATE KINASE, CHLOROPLAST ISOZYME G PRECURSOR 

>gi_629696_pir S44287 pyruvate kinase, plastid - common 

tobacco >gi_482938_emb_CAA82223_ (Z28374) Pyruvate kinase; 
plastid isozyme [Nicotiana tabacum] 

308034 

uC-zmflmol7058b05al 

BLASTN - - ^ 

g257040 

33 

3.0e-09 

. 77 - 
.86 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 
308035 

uC-zmflmol7058c06bl 
BLASTX 
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II 



NCBI GI 


gll43188 


BLAST score 


420 


Hi Vdl Uci 


o nc-/i 1 
z . ue~4 i 


Ma -f- /-iVs 1 OTl/T"|-Vl 

lictuoii iciiyuii 


IjU 




^b 




(U32627) ubiquitin precursor [Candida albicans] 


oeq. iNO ♦ 




Qo/t TPl 

ocq. ±u 


uu-zmrimol /Uoodlzbl 




DliriO 1 A 


NCBI GI 


g3885884 


BLAST score 


218 


E value 


l . ue~i / 


net u iciiy Hi 






CO 




^Aruyjoouj bub riDosomal protein L21 [Oryza sativa] 


oeq . ino • 


OAQ fSOl 




uu— zitirimoi /UooeUJal 


i- iC L. i lL/V-l 


Dliiibl A 


NCBI GI 


g4468985 


BLAST score 


144 


rj Value 


o . ue— uy 


A/T #"i V\ 1 an/t4-V\ 

i v ia u cn i engt n 


D / 


% identity 


DO 


LNUisj. uescripnon 


(AL035605) hypothetical protein [Arabidopsxs thaliana] 


oeq, wo. 


308038 


beq» iu 


uC-zmf lmol/058f 05al 




OT TV QfpV 


NCBI GI 


g4468814 


BLAST score 


198 


SLt value 


z . ue— lo 


l v Ja.uCfl ienyr_n 


1 O Q 
l^O 


% identity 


o o 


^vOi ut;aunpLiuii 


(AiiUJobUl) putative protein [Arabidopsis thaliana] 


beq. wo. 


308039 


ofcitj • ± u 


uu — zmr into 1 / u o o r u ddI 


Lie LiiUU 


"RT AQTY 


NCBI GI 


y ji. »j u u^. / / 


BLAST score 


t. JO 


E value ' 


6.0e-27 


Match length 


77 


15 laentiLy 






KUtsibyU bUnUNiJ. BINDING- PROTEIN BETA SUBUNIT PRECURSOR 




KD CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) >gi 806808 




chaperonm precursor [Pisum sativum] 


Seq. No. 


inn a a r\ 

308040 


beq. 


uC- zmr lmo 17058g06bl 


lie; LllUU 


Oljiib 1 A 


NCBI GI 


g2511531 


BLAST score 


206 


E value 


2.0e-16 


Match length 


55 


.% identity 


73 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score N 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score'" 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI. Description 



(AF008120) alpha tubulin 1 [Eleusine indica] 
>gi_3163944_emb_CAA06618_ (AJ005598) alpha.-tubulin 1 
[Eleusine indica] 

308041 

uC-zmflmol7058h06bl 
BLASTX 

gl23650 ~ 
209 

6.0e-17 

76 
66 

HEAT SHOCK COGNATE 70 KD PROTEIN >gi_82245_pir S03250 heat 

shock protein 70 (clone pMON974 3) - garden petunia 
>gi_20557_emb_CAA30018_ (X06932) heat shock protein 70 
[Petunia x hybrida] 

308042 

uC-zmflmol7059b05bl 

BLASTX 

g3914005 

522 

3.0e-53 

135 

79 

MITOCHONDRIAL LON PROTEASE HOMOLOG 
(U85494) LON1 protease [Zea mays] 

308043 

uC- zmf Into 1 7 0 5 9d0 lbl 
BLASTX 
g3355471 
303 

1.0e-27 

115 

(AC004218) putative lysophospholipase ^[Arabidopsis 
thaliana] 



1 PRECURSOR >gi 1816586 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



308044 

uC-zmflmol7059f07bl 

BLASTX 

g3309082 

226 

1.0e-18 

67 

63 

(AF076251) calcineurin B-like protein 1 [Arabidopsis 
thaliana] 

308045 

uC-zmflmol7059fl2bl 

BLASTN 

g3821780 

36 

1.0e-10 
36 
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% identity 100 

NCBI Description Xenopus laevis cDNA clone 27A6-1 



Seq. No. 
Seq. ID 
Method 
NCBI GI 

BLAST score - - 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



308046 

uC-zmflmol7059g09bl 

BLASTN 

g3955064 

63 

8.0e-27 

195 

84 

Zea mays PHYT I gene for acidic phytase 
308047 

uC-zmflmol7059gl0bl 

BLASTX 

g806299 

249 

3.0e-21 

96 

48 

(M25427) unknown protein [Zea mays] 
308048 

uC - zmf lmo 1 7 0-5 9g 1 2b 1 

BLASTS 

g602605 

66 

1.0e-28 

114 

90 

Zea mays tandem genes for alphal-tubulin and alpha2-tubulin 
308049 

uC-zmflmol7059h04bl 

BLASTX 

g2982328 

514 

2.0e-52 

103 

95 

(AF051249) pyruvate dehydrogenase El beta subunit [Picea 
mariana] 



308050 

uC-zmflmol7060a03al 

BLASTX 

gl773330 

202 

7.0e-16 

67 

58 

(U80071) glycolate oxidase 



[Mesembryanthemum crystallinum] 



308051 

uC-zmflmol7060a04bl 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl68436 
44 

2.0e-15 

80 

89 

Zea mays catalase (Cat3) gene, complete cds 
30E052 

uC-zmflmol7060c02bl 

BLASTX 

g548770 

190 

2.0e-14 

64 

62 

60S RIBOSOMAL PROTEIN L3 >gi_481228_pir S38359 ribosomal 

protein L3 - rice >gi_303853_dbj_BAA02155_ (D12630) 
ribosomal protein L3 [Oryza sativa] 

308053 

uC- zmf lmo 17060cl0bl 

BLASTX 

gll2994 

387 

1.0e-37 

81 

95 

GLYCINE-RICH RNA- BINDING, ABSCISIC ACID- INDUCIBLE PROTEIN 

>gi_82685_pir S04536 embryonic abundant protein, 

glycine-rich - maize >gi_22313_emb_CAA31077_ (X12564) 
ABA- inducible gene protein [Zea mays] 

>gi_226091_prf 1410284A abscisic acid inducible gene [Zea 

mays] 

308054 

uC-zmflmol7060d01bl 

BLASTX 

g2499903 

553 

2.0e-58 

180 

62 

PUROMYCIN-SENSITIVE AMINOPEPTIDASE (PSA) >gi_1184161 
(U35646) aminopeptidase [Mus musculus] 

>gi_1585925_prf 2202260A puromycin sensitive 

aminopeptidase [Mus musculus] 

308055 

uC-zmflmol7060d04bl 

BLASTX 

g2244785 

228 

4.0e-19 

87 

53 

(Z97335) hypothetical protein [Arabidopsis thaliana] 



43771 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308056 

uC - zmf Imo 17060g01bl 

BLASTX 

g3687235 

359 

5.0e-34 

111 

68 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 

308057 

uC-zmflmol7060h02bl 

BLASTN 

g311238 

36 

7.0e-ll 

72 
88 

Z.mays catl gene for catalase 
308058 

uC-zmflmol7060h04bl 

BLASTN 

g2345085 

212 

1.0e-116 

364 

90 

Zea mays ribosomal RNA intergenic spacer, partial sequence 
308059 

uC-zmflmol7061a09bl 

BLASTX 

g3914557 

300 

4.0e-27 

61 

98 

RAS-RELATED PROTEIN RAB7 (POSSIBLE APOSPORY-ASSOCIATED 
PROTEIN) >gi_1155265 (U40219) possible apospory-associated 
protein [Pennisetum ciliare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI . 



308060 

uC-zmflmol7061c05bl 

BLASTX 

g3450889 

173 

2.0e-12 

72 

53 

(AF083890>* 19S proteosome subunit 9 
308061 

uC-zmflmol7061h06bl 

BLASTX 

g2735931 



[Arabidopsis thaliana] 



43772 



BLAST score 


275 


E value 


8.0e-42 


Match length 


128 


% identity 


69 


NCBI Description 


(AF014813) DNA replication licensing 




nidulans] 


Seq. No. 


308062 


Seq. ID 


uC-zmflmol7062f07al 


ixietnoa 


BLASTN 


NCbl 0*1 


g4 14Ub4o 


BLAST score 


184 


E value 


3.0e-99 


Match length 


299 


% identity 


91 


NCBI Description 


Zea mays cosmid II.2E10 22-kDa alpha 




complete sequence 


Seq. No. 


308063 


Seq. ID 


uC-zmf Imol7064a08al 


Method 


tit 7v n mv 

BLASTX 


NCBI GI 


gl871187 


BLAST score 


255 


E value 


4 . Oe-22 


Match length 


82 


% identity 


61 


NCBI Description 


(U90439) unknown protein [Arabidopsis 


Seq. No. 


308064 


Seq. ID 


uC-zmflmol7064e02al 


Method 


BLASTN 


NCBI GI 


g22371 


BLAST score 


104 


E value 


1. Oe-51 


Match length 


14&- 


% identity 


94 


NCBI Description 


Maize Mu4 transposable element DNA 


Seq. No. 


308065 


Seq. ID 


uC-zmflmol7065d01al 


Method 


BLASTN 


NCBI GI 


g22292 


BLAST score 


121 


E value 


9. Oe-62 


Match length 


214 


% identity 


89 


NCBI Description 


Z.mays mRNA for glycine-rich protein 


Seq. No. 


308066 


Seq. ID 


uC-zmflmol7065f02al 


Method 


BLASTN 




g/ £ o f i 


BLAST score ^ 


66 


E value 


6.0e-29 


Match length 


110 


% identity 


90 


NCBI Description 


Maize Mu4 transposable element DNA 
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Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308067 

uC-zmflmol7065g01al 

BLASTN 

gl532072 

156 

1.0e-82 

188 

96 

Z.mays mRNA for S-adenosylmethionine decarboxylase 
308068 

uC-zmflmol7065g01bl 

BLASTX 

g3913427 

236 

8.0e-20 

51 

96 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1532073_emb_CAA69075_ (Y07767) 
S-adenosylmethionine decarboxylase [Zea mays] 



oeq • ino . 


on o n£Q 


Seq. ID 


uC~zmflmol7065g06bl 


Method 


BLASTX 


NCBI GI 


g4538959 


BLAST score 


167 


E value 


5.0e-12 


Match length 


62 


% identity 


53 


NCBI Description 


(AL049488) putative protein 


Seq. No. 


308070 


Seq. ID 


uC-zmflmol7066a02bl 


Method 


BLASTN 


NCBI GI 


g4007864 


BLAST score 


60 


E value 


4 . Oe-25 


Match length 


100 


% identity 


92 


NCBI Description 


Zea mays HRGP gene, AC1503 1: 


Seq. No. 


308071 


Seq. ID 


uC- zmf Into 1 7 0 6 6b0 7b 1 


Method 


BLASTX 


NCBI GI 


g282946 


BLAST score 


171 


E value 


3.0e-12 


Match length 


111 


% identity 


37 


NCBI Description 


Ca2+-transporting ATPase (EC 



>gi_423783_pir A46284 Ca (2+) -ATPase, LCA1 - 

Lycopersicon=tomatoes >gi_170378 (M96324) Ca2+-ATPase 
[Lycopersicon esculentum] >gi_4206311 (AF0504 95) Ca2+ ATP 
synthase [Lycopersicon esculentum] >gi__4206313 (AF050496) 
Ca2+ ATP synthase [Lycopersicon esculentum] 



43774 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



308072 

uC- zmf Imo 1 7 0 6 6b08bl 

BLASTX 

g2660669 

678 

2.0e-71 

143 

92 

(AC002342) 
thaliana] 



human Mi-2 autoantigen-like protein [Arabidopsis 



308073 

uC-zmflmol7066bllbl 

BLASTN 

g257040 

217 

1.0e-119 

265 

95 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 
308074 

uC-zmflmol7066c05bl 

BLASTX 

g4263787 

295 

9.0e-27 

78 

68 

(AC006068) unknown protein [Arabidopsis thaliana] 
308075 

uC- zmf lmo 17066dllal 

BLASTX 

g4416302 

556 

3.0e-57 

139 

78 

(AF105716) copia-type pol polyprotein [Zea mays] 
308076 

uC- zmf lmo 1 7 0 6 6dl lb 1 

BLASTX 

g4416302 

752 

3.0e-80 

146 

97 

(AF105716) copia-type pol polyprotein [Zea mays] 
308077 

uC- zmf lmo 17066e02bl 

BLASTX 

gl498384 

748 



43775 



© 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E -value 

Match length 

% identity 

NCBI Description 

§eq. No. 

Seq. ID J 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID * 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
--Seq. ID 



1.0e-79 

151 
98 

(U60508) 



act in [Zea mays] 



308078 

uC- zmf lmol7 0 66g07bl 

BLASTN 

g4007864 

251 

1.0e-139 

405 

25 

Zea mays HRGP gene, AC1503 line 



308079 

uC-zmflmol7066hl2bl 

BLASTX 

g2369714 

281 

3.0e-25 

80 
69 

(Z97178) elongation factor 2 



[Beta vulgaris] 



308080 

uC-zmflmol7067a05al 

BLASTN 

gl220422 

83 

3.0e-39 

119 

92 

Zea mays ubiquitin (MUB14) mRNA, 



308081 

uC-zmflmol7067a05bl 

BLASTX 

gl362008 

486 

4.0e-49 

106 

19 

ubiquitin-like protein 12 



3' end 



Arabidopsis thaliana 



308082 

uC-zmflmol7067allbl 

BLASTX 

g2984709 

342 

3.0e-32 

71 

93 

(AF053468) DnaJ-related protein ZMDJ1 [Zea mays] 
308083 

uC-zmflmol7067b06bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Sea;. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
-J3eq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2317910 

445 

2.0e-44 

111 

71 

(U89959) 



CER1 protein [Arabidopsis thaliana] 



308084 

uC-zmflmol7067c02al 

BLASTN 

g3551951 

36 

7.0e-ll 

56 

91 

Hemerocallis hybrid cultivar senescence-associated protein 
4 (SA4) mRNA, complete cds 

308085 

uC-zmflmol7067c06bl 

BLASTN 

g3452291 

185 

1.0e-99 

216 

97 

Zea mays retrotransposon Huck-2 



3 1 LTR, partial sequence 



308086 

uC-zmflmol7067c07al 

BLASTN 

g22091 

90 

3.0e-43 

147 

91 

Z .diploperennis gene for hydroxyproline-rich glycoprotein 
308087 

uC-zmflmol7067c07bl 

BLASTN 

g257040 

129 

3.0e-66 

325 

94 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
- % identity 



308088 

uC-zmflmol7067c08bl 

BLASTN 

g22292 

74 

1.0e-33 

202 

85 



43777 



NCBI Description Z.mays mRNA for glycine-rich protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308089 

uC-zmflmol7067d07bl 

BLASTX 

g!23593 

391 

5.0e-38 

78 
95 

HEAT SHOCK 70 KD PROTEIN 
protein 70 - maize 



>gi_82697_pir A25089 heat shock 



oeq. wo* 


juou yu 


Seq. ID 


uC-zmflmol7067e09bl 


Method 


BLASTX 


"KJPT5T C*T 


gooo yo^>4 


BLAST score 


146 


E value 


1.0e-09 


Match length 


74 


% identity 


45 


NCBI Description 


(AF095452) asparagine synthetase [Arabidopsis 


Seq. No. 


308091 


Seq. ID 


uC-zmflj&ol7067fl2bl 


Method 


BLASTX * 


NCBI GI 


gl23593 


BLAST score 


179 


E value 


3.0e-13 


Match length 


69 


% identity 


58 


NCBI Description 


HEAT SHOCK 70 KD PROTEIN >gi_82697 pir A2508 




protein 70 - maize 


Seq. No. 


308092 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



heat shock 



uC-zmflmol7067h05bl 
BLASTX * ' 
gl29591 
207 

6.0e-17 

69 

59 

PHENYLALANINE AMMONIA-LYASE >gi_295824_emb_CAA34226__ 
(X16099) phenylalanine ammonia-lyase [Oryza sativa] 

308093 

uC-zmflmol7068a!0b2 

BLASTN 

gl905943 

72 

2.0e-32 

140 

88 

Sorghum bicolor MADS box transcription factor SbMADSl mRNA, 
complete cds 



Seq. No. 



308094 



43778 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



S^q. ; No. 

Seq/" ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-zmflmol7068b03al 

BLASTX 

g2224846 

187 

3.0e-14 

50 

80 

(Y13905) 



anionic peroxidase [Zea mays] 



308095 

uC-zmflmol7068e08b2 

BLASTX 

gll8104 

190 

5.0e-29 

126 

60 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 

>gi_68408_j>ir CSZM peptidylprolyl isomerase (EC 5.2.1.8) 

maize >gi_168461 (M55021) cyclophilin [Zea mays] 
>gi_829148_emb__CAA48638_ (X68678) cyclophilin [Zea mays] 

308096 

uC-zmflmol7068e09b2 

BLASTX 

g267072 

195 

5.0e-15 

118 

42 

TUBULIN BETA-1 CHAIN >gi_100072_pir S208 68 tubulin beta-1 

chain - garden pea >gi_20758__emb_CAA38613__ (X54844) 
beta-tubulin 1 [Pisum sativum] 

308097 

uC-zmflmol7068f03al r ^ ' 

BLASTN 

g22091 

356 

0.0e+00 

408 

97 

Z.diploperennis gene for hydroxyproline-rich glycoprotein 
308098 

uC-zmflmol7068g01b2 

BLASTX 

g3341699 

164 

3.0e-ll 

77 
43 

(AC003672) putative giberellin beta-hydroxylase 
[Arabidopsis thaliana] 



Seq. No. 



308099 



43779 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

■E- value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



uC - zmf lmo 17068h02b2 
„BLASTN 
g535743 
51 

1.0e-19 

83 

90 

Oryza sativa unknown ORF mRNA, 



complete cds 



308100 

uC-zmflmol7Q69a01bl 

BLASTX 

gll43864 

140 

4.0e-09 

43 

65 

(U28047) beta glucosidase [Oryza sativa] 
308101 

uC-zmflmo!7069a04bl 

BLASTN 

g2305013 

43 

3.0e-15 

55 

95 

Musa acuminata S-adenosyl-L-methionine synthetase homolog 
mRNA, complete cds 

308102 

uC-zmflmol7069b03bl 

BLASTX 

gl703380 

182 

5.0e-14 

44 

86 

ADP-RIBOSYLATION FACTOR >gi_1132483_dbj__BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 

308103 

uC-zmflmol7069c07bl 

BLASTX 

g4455287 

211 

8.0e-17 

105 

51 

(AL035527)~ putative protein [Arabidopsis thaliana] 
308104 

uC- zmf lmo 1 7 0 6 9d0 lb 1 

BLASTX 

g4206122 

241 

1.0e-31 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 
71 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

308105 

uC- zmf lmo 1 7 0 6 9d0 2b 1 

BLASTX 

g3298539 

292 

3.0e-26 

146 

44 

(AC004681) NPKl-related protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
:NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

ETCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



308106 

uC-zmflmol7069f05bl 

BLASTX 

g3859548 

435 - ; 

4.0e-47 'r 

116 

85 

(AF097182) protein phosphatase 2A catalytic subunit [Oryza 
sativa] 

308107 

uC-zmflmol7069g02bl 

BLASTX 

g4538939 

735 

4.0e-78 

180 

81 

(AL049483) Col-0 casein kinase J -like protein [Arabidopsis 
thaliana] 

308108 

uC-zmflmol7070a01bl 

BLASTX 

g2668742 

380 

9.0e-37 

86 

88 

(AF034945) glycine-rich RNA binding protein [Zea mays] 
308109 

uC- zmf lmo 1 7 0 7 0 a 0 3b 1 

BLASTN 

g22332 

163 

1.0e-86 

354 

86 



NCBI Description Z.mays HRGP gene 



43781 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308110 

uC-zmflmol7070b05bl 

BLASTX 

g3914423 

393 

3.0e-38 

84 
85 

PROFILIN 4 >gi_2642324 (AF032370) profilin [Zea mays] 
308111 

uC-zmflmol7070b08bl 

BLASTX 

g4455299 

251 

6.0e-31 

98 
64 

(AL035528) putative protein [Arabidopsis thaliana] 
308112 

uC-zmflmol7070bl2al 

BLASTX 

g629844 

254 

6.0e-22 

66 

79 

heat shock protein hsp70-5 - maize (fragment) 

>gi_4 98775_emb_CAA55184_ (X78415) heat shock protein 70 kDa 

[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



308113 

uC-zmflmol7070cl0al 
BLASTN 
^g602252 
52 

3.0e-20 

76 

92 

Zea mays enolase (eno2) mRNA, 



complete cds 



308114 

uC-zmflmol7070d01bl 

BLASTX 

g3337389 

199 

2.0e-15 

102 
45 

(AC004682) pre-mRNA splicing factor (PRP16) (KIAA0224) [Homo 
sapiens] 

308115 

uC-zmflmol7070e04bl 
BLASTX 



43782 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3298540 
401 

4.0e-39 

106 

73 

(AC004681) unknown protein [Arabidopsis thaliana] 
308116 

uC-zmflmo!7070el2bl 

BLASTX 

gl68404 

561 

7.0e-58 

124 

90 

(J01238) actin [Zea mays] 
308117 

uC-zmflmol7070f01bl 

BLASTX 

g2760839 

331 

5.0e-31 

86 

73 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
308118 

uC- zmf lmo 1 7 0 7 0 f 0 3b 1 

BLASTX 

gl890575 

487 

4.0e-49 

113 

80 

(X93174) 
vulgare] 



xyloglucan* endotransglycosylase (XET) [Hordeum 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



308119 

uC-zmflmol7070f04bl 

BLASTX 

g82696 

332 

4.0e-31 

85 

76 

glycine-rich protein - maize >gi_22293_emb_CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

308120 

uC-zmflmol7070fl2bl 

BLASTX 

g3757521 

416 

9.0e-41 

148 

52 



43783 



NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005167) unknown protein [Arabidopsis thaliana] 
3081?! 

uC-zmflmol7070g04al 

BLASTX 

g4455338 

142 

8.0e-09 

34 

74 

(AL035525) putative protein [Arabidopsis thaliana] 
308122 

uC-zmflmol7070g05al 

BLASTN 

g22312 

159 

4.0e-84 

183 

97 

Maize ABA-inducible gene for glycine-rich protein ( ABA 
abscisic acid) 

308123 

uC-zmflmo!7070h08bl 

BLASTX 

gll70937 

347 

6.0e-33 

94 

76 

S -ADENOS YLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi_450549_emb_CAA81481_ (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

308124 ' 

uC-zmflmol7071a05bl 

BLASTX 

g464986 

337 

2.0e-31 

67 

93 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857__pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 
>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 



Seq. No. 



308125 



43784 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



uC-zmflmol7071b09bl 

BLASTN 

g22332 

356 

0.0e+00 

434 

95 



NCBI Description Z.mays HRGP gene 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity V 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Mat ctT "length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



308126 

uC-zmflmol7071c04bl 

BLASTX 

g3126967 

428 

3.0e-42 

105 

15 

(AF061807) polyubiquitin [Elaeagnus umbellata] 
308127 

uC- zmf lmo 1.7 0 7 IdO 9b 1 

BLASTX 

g2829910 

208 

2.0e-16 

131 
40 

(AC002291) Unknown protein, contains regulator of 
chromosome condensation motifs [Arabidopsis thaliana] 

308128 

uC-zmflmol7071e04bl 

BLASTX 

g2493965 

174 

2.0e-12 

90 

42 

XANTHINE DEHYDROGENASE (PURINE HYDROXYLASE I) 

>gi__1078636jpir A55875 xanthine dehydrogenase (EC 

1.1.1.204) - Emericella nidulans >gi_577731_emb_CAA58034_ 
(X82827) xanthine dehydrogenase [Emericella nidulans] 

308129 

uC-zmflmol7071e05al 

BLASTN 

g902524 

137 

2.0e-71 

173 

95 

Zea mays clone MubGlO ubiquitin fusion protein gene, 
complete cds 

308130 

uC- zmf lmol 7071e09bl 
BLASTX 



43785 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2854049 
328 

2.0e-30 

126 

57 

(AF044260) receptor serine/threonine kinase; protein kinase 
[Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308131 

uC-zmflmol7071ellbl 

BLASTN 

g902524 

50 

3.0e-19 

90 

89 

Zea mays clone MubGlO ubiquitin fusion protein gene, 
complete cds 



Seq, No. 
Seq. ID ^ 
Method - 
NCBI GI 
BLAST score 

value 
Match length 
% identity 
NCBI Description 



308132 

uC- zmf Imo 17071 f 0 2b 1 

BLASTX 

g4417304 

346 

7.0e-33 

103 

60 

(AC006446) putative beta-1, 4-mannosyl-glycoprotein 
beta-1, 4-N-acetylglucosaminyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308133 

uC- zmf lmol7 0 7 1 f 0 9bl 

BLASTX 

gl707011 

227 

9.0e-19 

47 

85 

(U78721) auxin-repressed protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



308134 

uC-zmflmo!7071g08bl 

BLASTX 

g4588001 

243 

2.0e-20 

97 

43 

(AF085279) hypothetical Ser-Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



308135 

uC-zmflmol7071h06bl 

BLASTX 

g2651310 



43786 



D 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
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313 

9.0e-29 

90 

61 

(AC002336) putative PTR2-B peptide transporter [Arabidopsis 
thaliana] 



308136 

uC-zmflmol7071h09bl 

BLASTX 

g2578033 

194 

9.0e-15 

65 

58 

(X97016) omega-6 desaturase 



[Gossypium hirsutum] 



Seq. No. 
Seq. ID 



308137 

uC-zmflmol7072b01bl 

BLASTX 

g2829688 

537 

7.0e-55 

115 

95 

CYSTEINE SYNTHASE (O-ACETYLSERINE SULFHYDRYLASE) 
( O-ACET YLSERINE (THIOL) -LYASE) (CSASE) 

>gi_1076798_pir S52738 cysteine synthase (EC 4.2.99.8) 

precursor - maize >gi_758353_emb_CAA59798_ (X85803) 
cysteine synthase [Zea mays] 

308138 

uC-zmflmol7072c05bl 

BLASTX 

g4539335 

140 

4.0e-'09 

53 
57 

(AL035539) putative protein [Arabidopsis thaliana] 
308139 

uC-zmflmol7072el0bl 

BLASTX 

g82698 

155 

2.0e-10 

67 
48 

hydroxyproline-rich glycoprotein precursor - maize 
>gi_257041_bbs_115226 (S45164) hydroxyproline-rich 
glycoprotein, HRGP [maize, Peptide, 328 aa] [Zea mays] 
>gi_4007865_emb_CAA10387_ (AJ131535) Hydroxyproline-rich 
Glycoprotein (HRGP) [Zea mays] 

308140 

uC-zmflmol7072g06bl 



43787 
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BLASTX 
o||OS0738 

2.0e-14 

74 

53 

(U77365) pasticcino 1-A [Arabidopsis thaliana] 
308141 

uC-zmflmol7072h02bl 

BLASTX 

gll81673 

399 

5.0e-39 

100 

88 

(U41652) heat shock protein cognate 70 [Sorghum bicolor] 
308142 

uC-zmflmol7072h04bl 

BLASTX 

gl575130 

493 

1.0e-63 
151 

86 , 

(U58209) lumenal binding protein cBiPe3 [Zea mays] 
308143 

uC-zmflmol7072h06bl 

BLASTX 

g3309243 

181 

1.0e-25 

106 

60 

(AF073507) aconitase-iron regulated protein 1 [Citrus 
limon] 



Seq. No. 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 
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308144 

uC-zmflmol7073f01bl 

BLASTX 

g4376158 

391 

4.0e-38 

94 

80 

(X98873) aspartate kinase 
308145 

uC-zmflmol7073f05bl 

BLASTX 

g4467138 

275 

2.0e-24 

68 

82 



[Arabidopsis thaliana] 
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(AL035540) probable H+-transporting ATPase [Arabidopsis 
thaliana] 

308146 

uC-zmflmol7073f09bl 

BLASTX 

g2914703 

257 

3.0e-22 

111 

46 

(AC003974) unknown protein [Arabidopsis thaliana] 
308147 

uC-zmflmol7073g07bl 

BLASTX 

g2281637 

157 

1.0e-10 

44 

66 

(AF003099) AP2 domain containing protein RAP2 . 6 
[Arabidopsis thaliana] 

308148 

uC-zmflmol7073g09bl' 

BLASTX 

g4455351 

212 

5.0e-17 

60 
60 

(AL035524) putative protein [Arabidopsis thaliana] 
308149 

uC- zmf lmo 1 7 0 7 3h0 9b 1 

BLASTX 

g2213620 

357 

4.0e-34 

104 

63 

(AC000103) F21J9.13 [Arabidopsis thaliana] 
308150 

uC- zmf lmo 17074a09bl 

BLASTX 

g4091008 

187 

4.0e-14 

95 
52 

(AF040700) methionyl-tRNA synthetase [Oryza sativa] 
308151 

uC-zmflmol7074b03bl 
BLASTX 



43789 
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g3292817 
- 145 
1.0e-09 
58 
53 

(AL031018) hypothetical protein [Arabidopsis thaliana] 
308152 

uC-zmflmol7074c05bl 

BLASTX 

g2827664 

242 

8.0e-21 

84 

56 

(AL021637) putative protein [Arabidopsis thaliana] 
>gi_2982427_emb_CAA18236_ (AL022224) hypothetical protein 
[Arabidopsis thaliana] 

308153 

uC-zmflmol7074c09bl 

BLASTX * : 

g4490330 

178 

6.0e-13 

139 < ' . ' ; 

33 

(AL035656) splicing factor-like protein [Arabidopsis 
thaliana] 

308154 

uC-zmflmol7074cl2bl 

BLASTN 

g2773153 

48 

7.0e-18 

175 

83 

Oryza sativa abscisic acid- and stress-inducible protein 
(Asrl) mRNA, complete cds 

308155 

uC- zmf lmo 17074e01bl 

BLASTX 

g2425066 

190 

1.0e-14 

81 
54 

(AF019147) cysteine proteinase Mir3 [Zea mays] 
308156 

uC- zmf lmo 17074e03bl 

BLASTN 

g22149 

37 

2.0e-ll 



43790 
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121 
83 

Z.mays mRNA for alpha-tubulin 
308157 

uC-zmflmo!7074e04bl 

BLASTN 

g257040 

190 

1.0e-102 

436 

32 

hydroxyproline-rich glycoprotein [maize, Genomic, 1703 nt] 
308158 

uC-zmflmol7074e06bl 

BLASTX 

g4309728 

269 

1.0e-23 

100 

57 

(AC006439) putative ADP-ribosylation factor [Arabidopsis 
thaliana] 

308159 

uC- zmf lmol7 0 7 4hllbl 

BLASTX 

g417154 

219 

1.0e-19 

107 

61 

HEAT SHOCK PROTEIN 82 >gi_100685_pir S25541 heat shock 

protein 82 - rice (strain Taichung Native One) 

>gi 20256_emb_CAA77978_ (Z11920) heat shock protein 82 

(HSP82) [Oryza sativa] 

308160 

uC-zmflmol7074hl2bl 

BLASTX 

g82696 

251 

5.0e-33 

85 
91 

glycine-rich protein - maize >gi_22293_emb__CAA43431_ 
(X61121) glycine-rich protein [Zea mays] 

308161 

uC-zmflmo!7075a09b2 

BLASTN 

g2062705 

34 

1.0e-09 

34 

100 



43791 



